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o/carpenda/templ /ss.DNA40370 (1650 bp) 



® 



Sequences producing High- scoring Segment Pairs: Frame Score Match Pet E-val 

1 P_AAF72416 Human PRO302 cDNA . + 1650 1650 100 0.0 

2 P__AAF30502 Human PRO302 cDNA clone DNA40370-1217 . + 1650 1650 100 0.0 

3 P_AAA13199 PRO302, vitellogenic carboxypeptidase ho + 1650 1650 100 0.0 

4 P_AAX5225S Protein PRO302 cDNA clone DNA4 03 7 0 - 12 1 7 . + 1650 1650 100 0.0 

5 P__AAX25445 Human PR0216 cDNA clone UNQ265. + 1650 1650 100 0.0 

6 AX098272 Sequence 11 from Patent WO0119987. + 1650 1650 100 0.0 

7 NM_021626 Homo sapiens serine carboxypeptidase 1 p + 1640 1646 100 0.0 

8 AF282618 Homo sapiens serine carboxypeptidase 1 p + 1640 1646 100 0.0 

9 AK027373 Homo sapiens cDNA FLJ14467 fis, clone MA + 1637 1640 100 0.0 

10 AF113214 Homo sapiens MSTP034 mRNA , complete cds . + 1594 1594 100 0.0 

11 P_AAC75884 Human ORFX ORF1439 polynucleotide sequen + 1543 1619 99 0.0 

>1 P_AAF72416 Human PRO302 cDNA . (1650 bp) [1 seg] 
Score = 1650 (3271 bits), Expect - 0.0 

Identities = 1650/1650 (100%), at 1,1-1650,1650, Strand +/+ 



DNA40370 
P_AAF72416 

UNA4 037 0 
P_AAF72416 

DNA4037 0 
P_AAF72416 

DNA4037 0 
P_AAF72416 

DNA4037 0 
P_AAF7 241b 

DNA4 037 0 
P_AAF7 2416 

DNA4 03 7 0 
P_AAF7 2416 

DIJA4 03 7 0 
P_AAF7 241 6 

DNA4u37 0 
P_AAF72416 

DNA4U3 7 0 
P__AAF7 2 4 16 

DNA40370 



1 GCCTGTTGCTGATGCTGCCGTGCGGTACTTGTCATGGAGCTGGCACTGCGGCGCTCTCCC 
********************************************************-*- + *-■*■ 

1 GCCTGTTGCTGATGCTGCCGTGCGGTACTTGTCATGGAGCTGGCACTGCGGCGCTCTCCC 

61 GTCCCGCGGTGGTTGCTGCTGCTGCCGCTGCTGCTGGGCCTGAACGCAGGAGCTGTCATT 
************************************************************ 

61 GTCCCGCGGTGGTTGCTGCTGCTGCCGCTGCTGCTGGGCCTGAACGCAGGAGCTGTCATT 

1 2 1 GACTGGCCC ACAGAGGAGGGCAAGGAAGTATGGGATTATGTGACGGTCCGCAAGGATGCC 
************************************************************ 

121 GACTGGCCC AC AGAGGAGGGC AAGGAAGTATGGGATTATGTGACGGTCCGCAAGGATGCC 
131 TACATGTTCTGGTGGCTCTATTATGCC ACCAACTCCTGCAAGAACTTCTCAGAACTGCCC 

************************************************************ 

181 TACATGTTCTGGTGGCTCTATTATGCC ACCAACTCCTGCAAGAACTTCTCAGAACTGCCC 

2 4 1 CTGGTCATGTGGCTTCAGGGCGGTCCAGGCGGTTCTAGCACTGGATTTGGAAACTTTGAG 
************************************** 

2 41 CTGGTCATGTGGCTTCAGGGCGGTCCAGGCGGTTCTAGCACTGGATTTGGAAACTTTGAG 
3 0 1 GAAATTGGGCCCCTTGACAGTGATCTC AAACCACGGAAAACCACCTGGCTCCAGGCTGCC 

************************************************************ 

3 0 1 GAAATTGGGCCCCTTGACAGTGATCTC AAACCACGGAAAACCACCTGGCTCCAGGCTGCC 
"i 6 1 AGTCTCCTATTTGTGGATAATCCCGTGGGCACTGGGTTCAGTTATGTGAATGGTAGTGGT 

**********************************************************■*:* 

3 h 1 AGTCTCCTATTTGTGGATAATCCCGTGGGCACTGGGTTCAGTTATGTGAATGGTAGTGGT 
421 GC':TATGCCAAt^GACCTG(2CTATGGTGGi:TTCA(jACATGAT(jGTTCTCCTGAAGACCTTC 

*-*-*:** **kk*k*kirkkirii:k*i(**kkiekkk**k+k + k*ick**k*ir****k 

4 2 1 GCCTATGCCAAGGACCTGGCTATGGTGGCTTCAGACATGATGGTTCTCCTGAAGACC TTC 

4 8 1 TTi :AGTTGCCACAAAGAATTCCAGACAGTTCCATTCTACATTTTCTC AGAGTCCTATGGA 
48 1 TTC AGTTGCC AC AAAGAATTCC AG AC AGTTCCATTC TAG ATTTTCTC AGAGTCCTATGGA 

5 4 1 ( 'I G , \A A AAT ( j G C AG C T G G C A T T G G T C TAG AGC TT T A.T AA ( 4 G C C AT T C A G ' 1" G A G G G AC -CATC 

5 4 :. g g a a a a at ( i g c a g c t g gc a t t g g t c t ag ag( itt t a ' p .aa g g c c att c agog ag g g ac' catc 

6 0 1 aagtgcaactttgcggc ;ggttg( :cttgggt( ;atto 'tggatctccgctgttgattgggtg 
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DNA4 037 0 
P_AAF7 24 16 

DNA4 03 7 0 
P_AAF7."M16 

DNA4 03 7 0 
P_AAF7 2416 

DNA4 03 7 0 
P„AAF7 2416 

DNA40370 
P_AAF72416 

DNA40370 
P_AAF72416 

DNA4 0 37 0 
P_AAF7 2416 

DNA40 37 0 
P_AAF72416 

DNA40 3 70 
P_AAF7 2416 

DNA4 (J 37 0 
P_AAF72416 

DNA4H37CI 
P„AAF72416 

DNA4037C) 
P_AAF7 2416 

DIJA4D no 
P..AAF7 M16 

DrJA4'i.'i7 0 
P_AAF7.:41(S 

nriA4M:i7 0 

P__AAF'GM16 
DNA4 0 G/0 
P AAF724: u 



6 6 1 
6 61 
721 
721 
781 
781 
841 
841 
9 01 
901 
961 
961 
1021 
1021 
1081 
1081 
1141 
1141 
12 01 
1201 
12 hi 

12 61 

1 3 2 1 
13 21 
1 3 h 1 
1 

14-11 

14-; i 

1 r ,nl. 
LOii 1 

I 5 ' i ! 
1 5 b 1 



CTCTCCTGGGGACCTTACCTGTACAGCATGTCTCTTCTCGAAGACAAAGGTCTGGCAGAG 

********* ********************************* ****************** 

CTCTCCTGGGGACCTTACCTGTACAGCATGTGTCTTCTCGAAGACAAAGGTCTGGCAGAG 
GTGTCTAAGGTTGCAGAGCAAGTACTGAATGCCGTAAATAAGGGGCTCTACAGAGAGGCC 

************************************************************ 

GTGTCTAAGGTTGCAGAGCAAGTACTGAATGGCGTAAATAAGGGGOTCTACAGAGAGGCC 

ACAGAGCTGTGGGGGAAAGCAGAAATGATCATTGAACAGAACACAGATGGGGTGAACTTC 
****************************************-********•**•********** 

ACAGAGCTGTGGGGGAAAGCAGAAATGATCATTGAACAGAACACAGATGGGGTGAACTTC 
TATAACATCTTAACTAAAAGCACTCCCACGTCTACAATGGAGTCGAGTCTAGAATTCACA 

************************************************************ 

TATAACATCTTAACTAAAAGCACTCCCACGTCTACAATGGAGTCGAGTCTAGAATTCACA 

CAGAGCCAGCTAGTTTGTCTTTGTCAGCGCCACGTGAGAGACCTACAACGAGATGCCTTA 
******************************************-****************** 

CAGAGCCACCTAGTTTGTCTTTGTCAGCGGCACGTGAGACACCTACAACGAGATGCCTTA f 

rn 

AGCCAGCTCATGAATGGCCCCATCAGAAAGAAGCTCAAAATTATTCCTGAGGATCAATCCp 

*********************************************************** »■ J- 

AGCCAGCTCATGAATGGCCCCATCAGAAAGAAGCTCAAAATTATTCCTGAGGATCAATC^ 

TGGGGAGGCCAGGCTACCAACGTCTTTGTGAACATGGAGGAGGACTTCATGAAGCCAGTff} 
******************************************-***************** 

TGGGGAGGCCAGGCTACCAACGTCTTTGTGAACATGGAGGACiCSACTTCATGAAGCCAGT^ 

o 

ATTAGCATTGTGGACGAGTTGCTGGAGGCAGGGATCAACGT<.3ACGGTGTATAATGGACA^ 

*********-*-*********************•**************************** ^0 

ATTA(jCATT(;TGGACGAGTTGCTGGAGGCAGGGATCAACGTGACGGTGTATAATGGACA<S 
CTGGATCTCATCGTAGATACCATGGGTCAGGAGGCCTGGGTGCGGAAACTGAAGTGGCCA 

************************************************************ 

CTGGATCTCATCGTAGATACCATGGGTCAGGAGGCCTGG'.;TGGGGAAACTGAAGTGGCCA 
GAACTGCCTAAATTCAGTCAGCTGA.\GTGGAAGGCCCTGTAGAGTGACCCTAAATCTTTG 

************************************************************ 

gaactgcctaaattcagtcagctgaagtggaaggccctgtac:agtgaccctaaatctttg 
gaaacatctgcttttgtcaagtcctac aagaaccttgctttctactggattctgaaagct 

************************************ *************** ********* 

GAAACATCTGCTTTTGTCAAGTCCTACAAGAACCTTGCTTT' JTACTGGATTCTGAAAGCT 
GGTCATATG<^TTCCTTGTGACCAAGGGGACATGGCTCTG.AAGATGATGAGACTGGTGACT 

************************************************************ 

ggtcatati:;c;ttccttctgaccaaggggacat(5Gctcti3aai";atgatgagactggtgact 

CAGCAAGAATAGGATGGATGGGGCT* jGAGATGAGCTGGTTTi'IGCCTTGGGGCACAGAGCT 

****** ******************************************************* 

S 1 CAGCAAGAATAGGATGGATGGGGCTGGAGATGAGCTGGTTTt JGCCTTGGGGCACAGAGCT 



GAGCTGAGGCCGCTGAAGC'rG'rAGG/^GCGCrCATTC'rTirCC'rGTATCTAACTGij 
GAGC^ 1 GAGGCCGCTGAAGCl , (;TAGrj/LAGCGCCATTCl , TGCC:': 1 GTATt:TAACTGG 
GAlx::AAGAA(:;(";i , TC , TC;A(:<:2\(2GT7 1 G"^GCA(';AGGATAAAAT(;;^TGTC: r r(:TGGAG 
C;ATCAAGAA(;(; , rT(J , rc;ACCAt;CTl , C''' , GCAC;AC;GATAAAATC:A'I TGTCTCTGGAG 



jGCTGT 
jGCTGT 
jCAATT 
jCAATT 

;;ttttg 

TFTTTG 
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DNA4 03 7 0 1621 ATC AAAATAAAGG ATG ATAATAGAT ATTAA 

****************************** 

P„AAF 7 241b 16 21 ATC AAAATAAAGG ATG AT AAT AG AT ATT AA 

>2 P_AAF30502 fluman PRO302 cDNA clone DNA40370-1217 . DNA , PAT 29-MAY-2001 (1650 
bp) [1 seg] 
Score = 1650 (3271 bits), Expect = 0.0 

Identities = 1650/1650 (100%), at 1,1-1650,1650, Strand +/+ 
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DNA4 0 3 7 0 
P_AAF30502 

DNA40370 
P_AAF3 0 5 02 

DNA40370 
P_AAF3 0 5 02 

DNA40370 
P„AAF3 0502 

DNA4 03 7 0 
P_AAF3 0 502 

DNA 4 0 3 7 0 
P_AAF3 0502 

DNA40370 
P_AAF3 050 2 

DNA4 03 7 0 
P_AAF3 0502 

DNA4 0 37 0 
P_AAF3 0 5 02 

DNA4 0 37U 
P_AAF3 0 502 

DIIA4 037: i 
P^AAF3 0 5 02 

DNA4 03 7U 

p._aaf3 0 5 o 2 

DNA4037 0 
P AAF30502 



1 gcctgttgctgatgctgccgtgcggtacttgtcatggagctggcactgcggcgctctccc 

************************************************************ 

1 GCCTGTTGCTGATGCTGCCGTGCGGTACTTGTCATGGAGCTGGCACTGCGGCGCTCTCCC 

61 GTCCCGCGGTGGTTGCTGCTGCTGCCGCTGCTGCTGGGCCTGAACGCAGGAGCTGTCATT 
*************************************** ****** *************** 

61 GTCCCGCGGTGGTTGCTGCTGCTGCCGCTGCTGCTGGGCCTGAACGCAGGAGCTGTCATT 

1 2 1 GACTGGCCCACAGAGGAGGGCAAGGAAGTATGGGATTATGTGACGGTCCGC AAGGATGCC 
************************************************************ 

121 GACTGGCCC AC AGAGGAGGGC AAGGAAGTATGGGATTATGTGACGGTCCGC AAGGATGCC 

181 TACATGTTCTGGTGGCTCTATTATGCCACCAACTCCTGC AAGAACTTCTCAGAACTGCCC 
***** ***************** ********** ************* *************** 

181 T AC ATGTTCTGGTGGCTCTATTATGCCACCAACTCCTGC AAGAACTTCTCAGAACTGCCC 

2 41 CTGGTCATGTGGCTTCAGGGCGGTCCAGGCGGTTCTAGCACTGGATTTGGAAACTTTGAG 
************************************************************ 

2 41 CTGGTCATGTGGCTTCAGGGCGGTCCAGGCGGTTCTAGCACTGGATTTGGAAACTTTGAG 

3 0 1 GAAATTGGGCCCCTTGACAGTGATCTC AAACCACGGAAAACCACCTGGCTCCAGGCTGCC 

************************************************************ 

3 01 GAAATTGGGCCCCTTGACAGTGATCTC AAACCACGGAAAACCACCTGGCTCCAGGCTGCC 

3 61 AGTCTCCTATTTGTGGATAATCCCGTGGGCACTGGGTTCAGTTATGTGAATGGTAGTGGT 
************************************************************ 

3 6 1 AGTCTCCTATTTGTGGATAATCCCGTGGGCACTGGGTTCAGTTATGTGAATGGTAGTGGT 

421 gcctatgccaaggacctggctatggtggcttcagacatgatggtti::tcctgaagaccttc 

************************************************************ 

4 21 (^CCTATGCCAAGGACCTGGCTATGGTGGCTTCAGACATGATGGTTCTi:CTG.AAGACCTTC 

4 S 1 TTCAGTTGCCACAAAGAATTCCAGACAGTTCCATTCTACATTTTCTCAGAGTCCTATGGA 
************************************************************ 

4 H 1 ttcagttgccacaaagaattccagacagttccattctacattttctcagagtci:tatgga 

541 (^jAAAAATGGCAGCTGGCATTGGTCTAGAGCTTTATAAGG(:CATT<:A(5CGAG<^GACCATC 

************************************************************ 

541 (^gaaaaatggcagctggcattggtctagagctttataagg(:cattca(';cl;agggaccatc 

f.nl AAGTGCAACTTTGCGGGGGTTGCCTTGGGTGATTCX^^ 

**************************** ************ ****** * * * *********** 

Mil AA G f r G C AAC T T T G 
(.61 CTCTCCTGGGGAO 

************* 

661 CTCTCCTGGGGAC 1 
7 2 1 GTGTCTAAGGTTG 1 
72 1 GTGTCTAAGGTTG' 



:GGGGGTTGCCTTGGGTGATTCCTGGATCTCCCC7GTTGATTCGGTG 

:TTA(::CT(jTACAGCATGTt';TCTTCT(:(:;^AGACAAAG(lTCTGGCAGAG 
********************** »• + *** ********* *********** 

:i i tacctgtai;:agcatgti:tcttctcc;aagaca.aag(:jtc:tggcaga(:i 

::AGAGCAAGTACTGAATGCCGTAAATAAGG( ;G( ;TCTACAGAGAGGCC 

^agagcaagtactgaatgco^v^ataaggi iGr^CTACAGAGAGGCc 
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DNA4 037 0 1141 CTGGATCTC ATCGTAGATACC ATGGGTC AGGAGGCCTGGGTGCGGAAACTGAAGTGGCC&H 
*********************************************************** j, *_| 

P_AAF3 0502 1141 CTGGATCTCATCGTAGATACCATGGGTCAGGAGGCCTGGGTGCGGAAACTGAAGTGGCCA-^ 

cr> 

DNA4 037 0 12 01 GAACTGCCTAAATTCAGTCAGCTGAAGTGGAAGGCCCTGTACAGTGACCCTAAATCTTTffc? 

********************************************************** 

P„AAF3 0 5 02 12 01 GAACTGCCTAAATTCAGTCAGCTGAAGTGGAAGGCCCTGTACAGTGACCCTAAATCTT'lg 
DNA4 03 7 0 12 61 GAAAC ATCTGCTTTTGTCAAGTCCTAC AAGAACCTTGCTTTCTACTGGATTCTGAAAGCT 

A-**************************-********************************* 

P_AAF3 0502 1261 GAAAC ATCTGCTTTTGTCAAGTCCTAC AAGAACCTTGCTTTCTACTGGATTCTGAAAGCT 
DNA4 0 3 7 0 13 21 GGTC ATATGGTTCCTTCTGACC AAGGGGAC ATGGCTCTGAAGATGATGAGACTGGTGACT 

it********************-*************************************** 

P_AAF3 0 502 1321 GGTC ATATGGTTCCTTCTGACC AAGGGGAC ATGGCTCTGAAGATGATGAGACTGGTGACT 

DNA4 0 3 7 0 13 31 CAGCAAGAATAGGATGGATGGGGCTGGAGATGAGCTGGTTTGGCCTTGGGGCACAGAGCT 
*-*************** ****************************************-**-*■* 

P_AAF3 05 02 13 81 CAGCAAGAATAGGATGGATGGGGCTGGAGATGAGCTGGTTTGGCCTTGGGGCACAGAGCT 

DNA4 0 3 7 ( ) 14 41 GAGCTGAGGCCGCTGAAGCTGTAGGAAGCGCCATTCTTCCCTGTATCTAACTGGGGCTGT 
************************************************************* 

P_AAF3 0502 1441 GAGCTGAGGCCGCTGAAGCTGTAGGAAGCGCCATTCTTCCCTGTATCTAACTGGGGCTGT 
DNA4 0 3 7 0 1 5 0 1 ( jATCAAGAAGGTTCTGACCAGCTTCTGCAGAGGATAAAATCATTGTCTCTGGAGGCAATT 

***-******-**-****************************************■*★**-***** 

P_AAF 3 0 5 02 1501 ( 5ATC AAGAAGGTTCTGACCAGCTTCTGC AGAGGATAAAATC ATTGTCTCTGGAGGC AATT 
DNA4 0 3 7') 1 5 6 1 TGGAAATTATTTCTGCTTCTT/\AAAAAACCTAAGATTTTTTAAAAAATTGATTTGTTTTG 

**■****** + ************■*****■*■*:***************************■***** 

P_AAF3 0 5 02 1 5() 1 T'C.JGAAjXTTAl'T'FCTGCl'TirTTAAAAAAACCTAAGATTTTTTAAAAAATTGAl'Tl'GTTTTG 
DNA4 0 3 7 o 16 21 ATCAAAATAAAGGATGATAATAGATATTAA 

«-+*■***** + ***■*■*■*■*■***•*«-**•******* 

P__,AAF3 0502 If. 2 1 ATCAAAATAAAGGATGATAATAGATATTAA 



>3 P. AAA 1 3 199 PRO 3 0 2 , ^ 
sequence . (1650 bp ) [1 
Score - 1650 {327: hi! 
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eq ] 

) , rxpe^t; ■■ 0 . 0 



P_AAF3 0 5 0 2 7 81 ACAGAGCTGTGGGGGAAAGCAGAAATGATCATTGAACAGAACACAGATGGGGTGAACTTC 
DNA4 0 3 7 0 841 TATAACATCTTAACTAAAAGCACTCCCACGTCTACAATGGAGTCGAGTCTAGAATTCACA 

************************************************************ 

P_AAF3 0502 841 TATAACATCTTAACTAAAAGCACTCCCACGTCTACAATGGAGTCGAGTCTAGAATTCACA 
DNA4 0 3 7 0 9 01 CAGAGCC ACCTAGTTTGTCTTTGTCAGCGCC ACGTGAGAC ACCTACAACGAGATGCCTTA 

************************************************************* r--^ 

P_AAF 3 0 5 0 2 9 01 CAGAGCC ACCTAGTTTGTCTTTGTCAGCGCC ACGTGAGAC ACCTACAACGAGATGCCTTA \T) 
DNA4 0 3 7 0 9 61 AGCCAGCTCATGAATGGCCCCATCAGAAAGAAGCTCAAAATTATTCCTGAGGATCAATCC 

************************************************************ 

P_AAF3 0 5 0 2 9 61 AGCCAGCTCATGAATGGCCCCATCAGAAAGAAGCTCAAAATTATTCCTGAGGATCAATCC 1—-- 

(A 

DNA4 0 3 7 0 10 21 TGGGGAGGCCAGGCTACCAACGTCTTTGTGAACATGGAGGAGGACTTCATGAAGCCAGTC <£i 
************************************************************ ) 

P_AAF 30502 1021 TGGGGAGGCC AGGCTACCAACGTCTTTGTGAAC ATGGAGGAGGACTTC ATGAAGCC AGTC qQ 



DNA4 0370 1081 ATTAGC ATTGTGGACGAGTTGCTGGAGGC AGGGATCAACGTGACGGTGTATAATGGACA«"> 
*********************************************************** * i 

P_AAF3050?. 1081 ATTAGCATTGTGGACGAGTTGCTGGAGGCAGGGATCAACGTGACGGTGTATAATGGACA^~> ^ [J] 
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P_.AAA13199 

DNA4 037 0 
P__AAA13199 

DNA4 03 7 0 
P_AAA13199 

DNA40370 
P„AAA13199 

DNA40370 
P_AAA1319 9 

DNA40370 
P_AAA13199 

DNA40370 
P_AAA13199 

DNA4 037 0 
P„AAA13199 

DNA4 0 3 7 0 
P_AAA13199 

DNA40370 
P_AAA13199 

DNA4 03 7 0 
P_AAA13199 

DNA4 03 7 0 
P_AAA13199 

DNA4 03 7 0 
P_AAA L 3 1 9 9 

DNA4 037 0 
P_AAA2 3 199 

DrjA4 037 0 
P_AAA1 .:■ 199 

DNA4 03 7U 
P AAA! i ! <r'> 

[)::A4n a;o 
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61 
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121 
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181 
181 
241 
241 
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301 
361 
361 
421 
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481 
481 
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6 01 
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9 0 1 
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GCCTGTTGCTGATGCTGCCGTGCGGTACTTGTCATGGAGCTGGCACTGCGGCGCTCTCCC 

GTCCCGCGGTGGTTGCTGCTGCTGCCGCTGCTGCTGGGCCTGAACGCAGGAGCTGTCATT 
***************** * * * ***** *********************************** 

GTCCCGCGGTGGTTGCTGCTGCTGCCGCTGCT(jCTGGGCCTGAACGCAGGAGCTGTCATT 
GACTGGCCCACAGAGGAGGGCAAGGAAGTATGGGATTATGTGACG(jTCCGCAAGGATGCC 

****************** *************** *************************** 

GACTGGCCCACAGAGGAGGGCAAGGAAGTATGGGATTATGTGACGGTCCGCAAGGATGCC 

tacatgttctggtggctctattatgccaccaactcctgcaagaacttctcagaactgccc 

*********************************************.***************. 

tacatgttctggtggctctattatgccaccaactcctgcaagaacttctcagaactgccc 
ctggtcatgt(3gcttcagggcggtccaggcggttctagcactggatttggaaactttgag 

************************************************************ 

CTGGTCATGTGGCTTCAGGGCGGTCCAGGCGGTTCTAGCACTGGATTTGGAAACTTTGAG 

GAAATTGGGCCCCTTGACAGTGATCTCAAACCACGGAAAACCACCTGGCTCCAGGCTGCC 
************************************************************ 

gaaattgggccccttgacagtgatctcaaaccacggaaaaccacctggctccap^tgcc 
agtctcctatttgtggataatcccgtgggcactgggttcagttatgtgaatggS^tgo* 

***************************************************** V*J* * * *""D 

AGTCTCCTATTTGTGGATAATCCCGTGGGCACTGGGTTCAGTTATGTGAATGG1ZETG(3? > 



GCCTATGCCAAGGACCTGGCTATGGTGGCTTCAGACATGATGGTTCTCCTGAAGTOCT*? 



-*******•; 



-*****************:: 



******************** * * * -Ap^J 

GCCTATGCCAAGGACCTGGCTATGGTGGCTTCAGACATGATGGTTCTCCTGAA^KCT'lS 

TTCAGTTGCCACAAAGAATTCCAGACAGTTCCATTCTACATTTTCTCAGAGTCCOT^TGGA 
***************************************************** o» * * * * 

TTCAGTTGCCACAAAGAATTCCAGACAGTTCCATTCTACATTTTCTCAGAGTCCTATGGA 

GGAAAAATGGCAGCTGGCATTGGTCTAGAGCTTTATAAGGCCATTCAGCGAGGGACCATC 
************************************************************ 

GGAAAAATGGCAGCTGGCATTGGTCTAGAGCTTTATAAGGCCATTCAGCGAGGGACCATC 

AAGTGCAACTTTGCGGGGGTTGCCTTGGGTGATTCCTGGATCTCCCCTGTTGATTCGGTG 
********* **** **** ******************************************* 

AAGTGCAACTTTGCGG(jGGTTGCCTTG(5GTGATTCCTGGATCTCCCCTGTTGATTCGGTi]; 

CTCTCCTGijGGACCTTACCTGTACAGCATGTCTCTTCTCGAAGACAAAGGTCTGGCAGA(5 
** *********** *** * ********* ******* ******** **************** *** 

CTCTCCTGGGGACCTTACCTGTACAGCATGTCTCTTCTCGAAGACAAAGGTCTGGCAGAG 

GTGTCTAAGGTT(>IAGAGCAAGTACTGiAATGCCGTAAATAAGGGGCTCTACAGAGAGGCC 
************************************************************ 

gt(:;tctaaggttgcagagcaagtact«:;aatgccgtaaataa'jGggctctacagagaggcg 

ACAGAGCTGTGGGGGAAA^jCAC^AAATCJATCATTGAACAGAAGA'^'AGATGGGGTGAACTTG 

A***************-******************************************** 

acagagctgtgggggaaagcagaaatgatcattgaacv^^^ 
tataacatcttaactaaaagcactcccacgtctacaatc 

**** ***!>■**************-*** *********************************** 

TA7AACA7CTTAACTAAAAGCACTCCCACGTCTACAATGGAGT^^^^^^ 
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cagagcgaccta( ;tttgtctt:gtcag( 

**** *■ * * ^ *****.*.********■***** jl 

( 'A( ;a( ;r;t '.\rv 'aag';'ttgtottt( vpgag^ 
A' u 7 'Ac ;G7G A"( ;a.-\'7 ;f ;■ :< ^ vatc \-\ga/ 



GCCACGTGAGACACCTAGAAOGAGATGCCTTA 

************* ******************* 

\aogt( ;a( ;AGA(:c;TAGAAf *ga< a<\ t i ggci'''! , a 

AGAA G( 'TCAAAAATAAAi !G'! f ;A< JGAT( 'AA'l'f 'C 



******************************************* 

P_AAA1 319 9 9 61 AGCOAGCTCATGAATGGCCCCATCAGAAAGAAGCTCAAAATTATTCCTGAGGATCAATCC 

DNA4 0 3 7 0 1021 TGGGGAGGCC AGGCTACC AACGTCTTTGTGAAC ATGG AGGAGGACTTC ATGAAGCC AGTC 
************************************************************ 

P_AAA1 3199 10 21 TGGGGAGGCC AGGCTACC AACGTCTTTGTGAAC ATGGAGGAGGACTTC ATGAAGCC AGTC 

DNA4 0370 10 81 ATTAGC ATTGTGGACGAGTTGCTGGAGGCAGGGATCAACGTGACGGTGTATAATGGACAG 
* * * * ******************************************************* * 

P_AAA1 3199 10 81 ATTAGC ATTGTGGACGAGTTGCTGGAGGCAGGGATCAACGTGACGGTGTATAATGGAC AG 
DNA4 0370 1141 CTGGATCTCATCGTAGATACCATGGGTCAGGAGGCCTGGGTGCGGAAACTGAAGTGGCCA 

************************************************************ 

P_AAA1 3199 1141 CTGGATCTCATCGTAGATACCATGGGTC AGGAGGCCTGGGTGCGGAAACTGAAGTGGCC A 

DNA4 0370 12 01 GAACTGCCTAAATTCAGTCAGCTGAAGTGGAAGGCCCTGTAC AGTGACCCTAAATCTTTG 
***********************************************************+ 

P„AAA1 3199 1201 GAACTGCCTAAATTC AGTC AGCTGAAGTGGAAGGCCCTGTAC AGTGACCCTAAATCTTTG 

— I 

DNA4 0370 12 61 GAAAC ATCTGCTTTTGTCAAGTCCTAC AAGAACCTTGCTTTCTACTGGATTCTGAAAGCTT1 
*********************************************************** J 

P_AAA1 3199 1261 GAAAC ATCTGCTTTTGTCAAGTCCTAC AAGAACCTTGCTTTCTACTGGATTCTGAAAGCT^ 

m 

DNA4 0370 1321 GGTC ATATGGTTCCTTCTGACC AAGGGGAC ATGGCTCTGAAGATGATGAGACTGGTGACT^£j 
************************************************************ * p-p^ 

P_AAA1 3199 1321 GGTC ATATGGTTCCTTCTGACC AAGGGGACATGGCTCTGAAGATGATGAGACTGGTGACT 33 

CO 

DNA4 0370 1381 CAGC AAGAATAGGATGGATGGGGCTGGAGATGAGCTGGTTTGGCCTTGGGGC ACAGAGCTjg 
************************************************************* — — . 

i o 

P__AAA1 3199 1381 CAGC AAGAATAGGATGGATGGGGCTGGAGATGAGCTGGTTTGGCCTTGGGGC AC AGAGCT ^ 



-X) 
ZXD 



33 

m 
o 
m 

< 
m 
o 



DNA4 0370 14 41 GAGCTGAGGCCGCTGAAGCTGTAGGAAGCGCCATTCTTCCC7GTATCTAACTGGGGCTGT 
**■*************************************•********************■*: 

P„AAA1 3199 1441 GAGCTGAGGCCGCTGAAGCTGTAGGAAGCGCCATTCTTCCCTGTATCTAACTGGGGCTGT 



DNA4 0370 15 01 GATCAAGAAGGTTCTGACCAGCTTCTGCAGAGGATAAAATCATTGTCTCTGGAGGCAATT 
************************************************************ 

P_AAA1 319 9 15 01 GATC AAGAAGGTTCTGACG AGCTTCTGC AGAGGATAAAATC ATTGTCTCTGGAGGC AATT 
DNA4 0370 15 61 TGGAAATTATTTCTGCTTCTTAAAAAAACCTAAGATTTTTTAAAAAATTGATTTGTTTTG 

************************************************************ 

P_AAA13 1 9 9 15 61 TGGAAATTATTTCTGCTTCTTAAAAAAACCTAAGATTTTTTAAAAAATTGATTTGTTTTG 

DNA4 0 3 7 0 16 21 ATCAAAATAAAGGATGATAATAGATATTAA 
* * * •* * * * * * * * * * * * ************** * 

P_AAA1 3 19 9 16 21 ATCAAAATAAAGGATGATAATAGATATTAA 

>4 P_AAX52258 Protein PRG302 cDNA clone DNA4 0 3 7 0-1217 . DNA , PAT 25-JUN-1999 
(1650 bp) [1 seg] 

Score - 1650 (3271 bits), Expect = 0.0 

Identifies = 1650/ 1650 (100*), at 1 , 1 -1650 , 1650 , Strand +/ + 
DUA4 0 37 0 
P_AAX522 5 8 
DNA4037 0 
P AAX52258 
DNA4fi3 7 0 
P AAX52 2 58 



1 G C C T G T T G C T G A T G C T G C C G T G C GG T A C T r I 1 G T C A T G G AG 1 

******** A ****************** k * ******** * 

1 G C C T G TTG C ' I' GATG C T GC C G T GC GG T A C T T G T C AT G GAG 

61 GTCCCGCGGTGGTTGCTGCTGCTGCCGCTGCTGCTGGGC 

6 1 G:fG( "(;('•• G T G G T T G C T G C T G C TGC C G C T G C T G C T G C J G C 

1 2 L GAGTf IGCCt !AC Af IAG( JAGG( JC AAGGAAGTATGGGATTAT 1 

12! GACTi ;( JGt '( 'AC A' ;AG( V\GG< ;CAAC IGAAGTATGGGATTA 



2TGGCACTGCGGCGCTCTCCC 
2TGGCACTGCGGCGCTCTCCC 
2 T ( i AA( 1 1 ".i C A G G AG C TG T C AT T 
7rGAACGCAGGAGCTGTCAT7 
7 1 1 G A ( * G G T C C ( i G A A G G A TG 0 C 1 
7: GACGGTCCGGAAGGATGCi ' 



• 



DNA4 037 0 
P„AAX5 2 2 58 

DNA4 0 3 7 0 
P_AAX52 2 58 

DNA4 0370 
P_AAX52 2 58 

DNA4 0 370 
P_AAX522 58 

DNA4 0 3 7 0 
P„AAX522 58 

DNA40370 
P_AAX52258 

DNA40 37 0 
P_AAX5 22 5 

DNA40370 
P„AAX5 2 2 58 

DNA4 0 370 
P_AAX52258 

DNA4 0 37 0 
P_AAX522 58 

DNA4 0 5 7 0 

p_aax52 2 5 

DNA4IH7 0 

p_aax52 2 58 

DNA4M.5 7 0 

p_aa>:5 2\:5 8 
DIJA4H r;o 
p_aax52 3 58 

DMA 4 ( i T7 0 

P ...AAX 5 2 2 5 B 
DNA4 0 >7 0 
P AAX52 2 58 



181 TACATGTTCTGGTGGCTCTATTATGCCACCAACTCCTGCAAGAACTTCTC AGAACTGCCC 

★ ★★★★A:** ******************* ********************************* 

181 T AC ATGTTCTGGTGGCTCTATTATGCCACCAACTCCTGCAAGAACTTCTC AGAACTGCCC 
2 4 1 CTGGTCATGTGGCTTCAGGGCGGTCCAGGCGGTTCTAGCACTGGATTTGGAAACTTTGAG 

********************************************************-**** 

2 4 1 CTGGTCATGTGGCTTCAGGGCGGTCCAGGCGGTTCTAGCACTGGATTTGGAAACTTTGAG 

3 0 1 GAAATTGGGCCCCTTGACAGTGATCTCAAACCACGGAAAACCACCTGGCTCCAGGCTGCC 
*******************.*.**********************.***.*.******^ 

3 0 1 GAAATTGGGCCCCTTGACAGTGATCTCAAACCACGGAAAACCACCTGGCTCCAGGCTGCC 

3 61 AGTCTCCTATTTGTGGATAATCCCGTGGGCACTGGGTTCAGTTATGTGAATGGTAGTGGT 
******* + *■***********★**********************************-.***** 

3 6 1 AGTCTCCTATTTGTGGATAATCCCGTGGGCACTGGGTTCAGTTATGTGAATGGTAGTGGT 

4 21 GCCTATGCCAAGGACCTGGCTATGGTGGCTTCAGACATGATGGTTCTCCTGAAGACCTTC 

****************************************************.*****^ 

4 21 GCCTATGCCAAGGACCTGGCTATGGTGGCTTCAGACATGATGGTTCTCCTGAAGACCTTC 

4 81 TTCAGTTGCCACAAAGAATTCCAGACAGTTCC ATTCTACATTTTCTCAGAGTCCTATGGA 
★ ★it**************************************************.*.***-*** 

4 81 TTCAGTTGCC AC AAAGAATTCCAGACAGTTCC ATTCTACATTTTCTCAGAGTCCTATGGA 

541 GGAAAAATGGCAGCTGGCATTGGTCTAGAGCTTTATAAGGCCATTCAGCGAGGGACCATC 
******************************************************.*.*.**** 

8 541 GGAAAAATGGCAGCTGGCATTGGTCTAGAGCTTTATAAGGCCATTCAGCGAGGGACCATC 
601 AAGTGCAACTTTGCGGGGGTTGCCTTGGGTGATTCCTGGATCTCCCCTGTTGATTCGGTG 

*************************-***********.**.***.*.*.*.**.*.******** 

6 01 AAGTGCAACTTTGCGGGGGTTGCCTTGGGTGATTCCTGGATCTCCCCTGTTGATTCGGTG 

6 61 CTCTCCTGGGGACCTTACCTGTACAGC ATGTCTCTTCTCGAAGACAAAGGTCTGGCAGAG 
****************.** + **.*■********.******.****-**.*.*..*.** 

6 6 1 CTCTCCTGGGGACCTTACCTGTACAGC ATGTCTCTTCTCGAAGACAAAGGTCTGGCAGAG 

7 2 1 GTGTCTAAGGTTGCAGAGCAAGTACTGAATGCCGTAAATAAGGGGCTCTACAGAGAGGCC 

**********************-* r *****^*.***.* ****.**.*.*.*.*.*.**.*.* 

7 2 1 GTGTCTAAGGTTGCAGAGCAAGTACTGAATGCCGTAAATAAGGGGCTCTACAGAGAGGCC 

7 8 1 ACAGAGCTGTGGGGGAAAGCAGAAATGATCATTGAACAGAACACAGATGGGGTGAACTTC 

*********************************.***.*******.*.**.** 

8 7 8 1 ACAGAGCTGTGGGGGAAAGCAGAAATGATCATTGAACAGAACACAGATGGGGTGAACTTC 

8 41 TATAACATCTTAACTAAAAGCACTCCCACGTCTACAATGGAGTCGAGTC TAGAATTCACA 
■A-********************************************************.*.** 

8 4 1 TATAACATCTTAACTAAAAGCACTCCCACGTCTACAATGGAGTCGAGTCTAGAATTCACA 



901 CAGAGCCACCTAGTTTGTCTTTGTCAGCGCCACGTGAGACACCTACAACGAGATGCCTTA 

***********-******************************* + * 

9d i cagagcca(:ctagttt'jTCtttgti:a(^:gccacijTGagacacctacaac(jAGatgcctta 

9 f > 1 AGCC AGCTC ATGAATGGCCCC ATC AGAAAGAJ\GCTC AAAATTATTCCT< ;aggatc aatcc 

*****■***************-********-**■*■*■****************«•*******-***.* 

9m 1 AGCC AGCTC ATGAJVTGGCCCCATCAGAAAGAAGCTCAA^^ 

1 0 . : 1 TGGG G AG G ( r C AG G C T A C C A AC G T C T T T (3 TG AA.C ATG ( 1 A ( ) G A G G AC TTC A T G AAG C C AG T C 

10.': T (3 G G C j A ( J G ( X ' AG G C T A (3 (2 A A (2 G T C T T T G 'I 1 G AA '. ' A T G G A G G A ( J G A (2 TTC AT ( j A A ( i C C AG T C 

! 0:-. 1 ATTAGCATT( JTGGACGAGTTGCTCGAGGC 2AGGGATCAACGTGACGGTGTATAATC 4GACAG 

i o;j : atta< x'attgtggacgagttgctc^ ;a« ;< ica/ ^jatcaacgtgacggtgtataatggacag 



\ 



DNA4 0 3 7 0 1141 CTGGATCTCATCGTAGATACCATGGGTCAGGAGGCCTGGGTGCGGAAACTGAAGTGGCCA <~p 

0.^^i i^i^^^^J^-J_ X, J L^L_l__J .1 . * t . j t t i j — 



******************************** ^ 



DNA4 ()•'./() 3 () 1 GAAATTGGGCCCCTTGACAGTGATCTC 

p aax2 ! > ;45 sui gaaattgggcc(h:ttgacagtgatc:tc 



AAAGGACGGAAAAGCACC^I'GGC^'l'CCAGGGTGGC 
AAAi '( Y\CGGAAAAi '( 'AC( '7G( JCTt ;CAGi ;CT( )CC 



P_AAX 5.1258 1141 CTGGATCTCATCGTAGATACCATGGGTCAGGAGGCCTGGGTGCGGAAACTGAAGTGGCCA <^S1 

DNA4 0 3 7 0 12 01 GAACTGCCTAAATTCAGTCAGCTGAAGTGGAAGGCCCTGTACAGTGACCCTAAATCTTTG ^/^ 
***■********+************* + ****★** 

P_AAX5 2 2 5 8 12 01 GAACTGCCTAAATTCAGTCAGCTGAAGTGGAAGGCCCTGTACAGTGACCCTAAATCTTTG 

DNA4 1)370 12 6 1 GAAACATCTGCTTTTGTCAAGTCCTACAAGAACCTTGCTTTCTACTGGATTCTGAAAGCT l/^ 

P_AAX52 2 5 8 1 2 6 1 GAAACATCTGCTTTTGTCAAGTCCTACAAGAACCTTGCTTTCTACTGGATTCTGAAAGCT 

DNA4 0 3 7 0 13 21 GGTC ATATGGTTCCTTCTGACCAAGGGGAC ATGGCTCTGAAGATGATGAGACTGGTGACT 

P_AAX5 2 2 58 1321 GGTCATATGGTTCCTTCTGACCAAGGGGAC ATGGCTCTGAAGATGATGAGACTGGTGACT 

DNA4 0 37 0 13 81 CAGC AAGAATAGGATGGATGGGGCTGGAGATGAGCTGGTTTGGCCTTGGGGCACAGAGCT 

P_AAX5 2 2 58 13 81 CAGCAAGAATAGGATGGATGGGGCTGGAGATGAGCTGGTTTGGCCTTGGGGCACAGAGCT 

DNA4 0370 1441 GAGCTGAGGCCGCTGAAGCTGTAGGAAGCGCC ATTCTTCCCTGTATCTAACTGGGGCTGT 

P_AAX 52258 1441 GAGCTGAGGCCGCTGAAGCTGTAGGAAGCGCCATTCTTCCCTGTATCTAACTGGGGCTGT 

DNA4 0 370 1501 GATCAAGAAGGTTCTGACCAGCTTCTGCAGAGGATAAAATCATTGTCTCTGGAGGCAATT 

P_AAX 52 258 1501 GATC AAGAAGGTTCTGACC AGCTTCTGC AGAGGATAAAATC ATTGTCTCTGGAGGCAATT 

DNA4 0 37 0 1561 TGGAAATTATTTCTGCTTCTTAAAAAAACCTAAGATTTTTTAAAAAATTGATTTGTTTTG 

P_AAX 52258 1561 TGGAAATTATTTCTGCTTCTTAAAAAAACCTAAGATTTTTTAAAAAATTGATTTGTTTTG 

DNA40 3 70 1621 ATCAAAATAAAGGATGATAATAGATATTAA 

P_AAX 52258 1621 ATCAAAATAAAGGATGATAATAGATATTAA 

>5 P_AAX25445 Human PR0216 cDNA clone UNQ265. (1650 bp) [1 seg] 
Score - 1650 (3271 bits), Expect =0.0 

Identities = 1650/1650 (100%), at 1,1-16 50,1650, Strand +/+ 

DNA4 0 3 7 0 1 GCCTGTTGCTGATGCTGCCGTGCGGTACTTGTCATGGAGCTGGCACTGCGGCGCTCTCCC 
*************************** 

P„AAX2 54 4 5 1 GCCTGTTGCTGATGCTGCCGTGCGGTACTTGTCATGGAGCTGGCACTGCGGCGCTCTCCC 

DNA4 0 3 7 0 6 1 GTCCCGCGGTGGTTGCTGCTGCTGCCGCTGCTGCTGGGCCTGAACGCAGGAGCTGTCATT 
at**************************^ 

P_AAX2 54 4 5 61 GTCCCGCGGTGGTTGCTGCTGCTGCCGCTGCTGCTGGGCCTGAACGCAGGAGCTGTCATT 

DNA4 0 3 7 0 1 2 1 GACTGGCCCACAGAGGAGGGCAAGGAAGTATGGGATTATGTGACGGTCCGCAAGGATGCC 

P_AAX2 54 4 5 121 GACTGGCCCACAGAGGAGGGCAA(jGAA(jTATGGGATTAT(5TGACGGTCCGCAAG(jATGCC 

DIJA4 0 •; 7 0 1 S 1 TAG ATGTTCTGGTGGCTCTATTATGCCACCAACTCCTGCAAGAACTTCTCAGAA(.:TGCCC 

P_ AAX2 54 4 5 1 3 1 TACATGTTCT(jGTGGCTCTATTATGCCACCA^\CTCCTGCAAGAACTTC1X;AG^\CTGCCC 

DNA4 0 7 0 2 4 I CTGGTCATGTGGCTT(:AGGGCGGTCCAGGCGGTTCTAGCACTGGATTTGGAAACTTTGAG 

P__AAX2 5 4 15 2 4 1 CT( ;GTCATGTGG^:TTCAGGGC(XJTCCAGGCGfTrTCTAGCA(:TC;GA4 1 TTGGAAAC'I 1 TTGAG 



# 



DMA 4 037 0 
P_AAX2 544 5 
DNA40370 

p_aax2 544 5 

DNA4 03 7 0 

p„aa>;::544 5 

DNA4 03 7 0 
P_AAX2 544 5 

DNA4 03 7 0 
P_AAX2 5445 

DNA40370 
P_AAX2 5445 

DNA4 03 7 0 

p_aax::5445 

DNA4 03 7 0 
P_AAX::54 4 5 
DNA4 03 7 0 

p_aax2 544 5 

DNA40370 
P_AAX::5445 

DNA4 03 7 0 
P_AAX.:544 5 

DNA4 0 3 70 
P_AAX2 544 5 

DNA4 0 370 
P_AA>:.. 544 5 

DNA i 0 3 7 0 
P_AAX. ,: 344 5 

DNA4 0370 
P _AAX2 54 4 5 

i:-:;a.;o 37 0 

P..AAX 2 5 4 4 5. 



3 61 AGTCTCCTATTTGTGGATAATCCCGTGGGCACTGGGTTCAGTTATGTGAATG(^TAGTGGT 

3 6 1 AGTCTCCTATTTGTGGATAATCOOGTGGGCACTGGGTTCAGTTATGTGAATGGTAGTGGT 

4 21 GCCTATGCCAAGGACCTGGCTATGGTGGCTTCAGACATGATGGTTCTCCTGAAGACCTTC 
4 21 GCCTATGCCAAGGACCTGGCTATGGTGGCTTCAGACATGATGGTTCTCCTGAAGACCTTC 
481 TTCAGTTGCCACAAAGAATTCCAGACAGTTCCATTCTACATTTTCTC agagtcctatgga 

********************** **+*^********+****^ 
4 81 TTCAGTTGCC AC AAAGAATTCCAGACA(jTTCCATTCTACATTTTCTC AGAGTCCTATGGA 

541 GGAAAAATGGCAGCTGGCATTGGTCTAGAGCTTTATAAGGCCATTCAGCGAGGGACCATC 

541 GGAAAAATGGCAGCTGGCATTGGTCTAGAGCTTTATAAGGCCATTCAGCGAGGGACCATC 

601 AAGTGCAACTTTGCGGGGGTTGCCTTGGGTGATTCCTGGATCTCCCCTGTTGATTCGGTG 
**********************************************************. fr * 

6 01 AAGTGCAACTTTGCGGGGGTTGCCTTGGGTGATTCCTGGATCTCCCCTGTTGATTCGGTG 
661 CTCTCCTGGGGACCTTACCTGTACAGCATGTCTCTTCTCGAAGACAAAGGTCTGGCAGAG 
661 CTCTCCTGGGGACCTTACCTGTACAGCATGTCTCTTCTCGAAGACAAAGGTCTGGCAGAG 

7 21 GTGTCTAAGGTTGCAGAGCAAGTACTGAATGCCGTAAATAAGGGGCTCTACAGAGAGGCC 
721 GTGTCTAAGGTTGC AGAGC AAGTACTGAATGCCGTAAATAAGGGGCTCTAC AGAGAGGCC 
7 81 ACAGAGCTGTGGGGGAAAGCAGAAATGATCATTGAACAGAACACAGATGGGGTGAACTTC 

***************** *****************************************^ 

7 81 ACAGAGCTGTGGGGGAAAGCAGAAATGATC ATTGAACAGAACACAGATGGGGTGAACTTC 

841 TATAACATCTTAACTAAAAGCACTCCCACGTCTACAATGGAGTCGAGTCTAGAATTCACA 
**********************************************************^ 

841 TATAAC ATCTTAACTAAAAGC ACTCCC ACGTCTAC AATGGAGTCGAGTCTAGAATTC AC A 

9 01 CAGAGCCACCTAGTTTGTCTTTGTCAGCGCCACGTGAGACACCTAC AACGAGATGCCTTA 
********************************************* + ********^ 

9 01 CAGAGCCACCTAGTTTGTCTTTGTCAGCGCCACGTGAGACACCTAC AACGAGATGCCTTA 
9 61 AGCC AGCTC ATGAATGGCCCC ATC AGAAAGAAGCTC AAAATTATTCCTGAGGATCAATCC 

****************** *********** ****************,*************** 

9 61 AGCC AGCTC ATGAATGGCCCC ATC AGAAAGAAGCTC AAAATTATTCCTGAGGATCAATCC 
10 21 TGGGGAGGCCAGGCTACC AACGTCTTTGTGAACATGGAGGAGGACTTC ATGAAGCC AGTC 

******************^*********+******************************* 

10 21 TGGGGAGGCCAGGCTACC AACGTCTTTGTGAACATGGAGGAGGACTTC ATGAAGCCAGTC 
1081 ATTAGCATTGTGGACGAGTTGCTGGAGGCAGGGATCAACGTGACGGTGTATAATGGACAG 
10 31 ATTAGCATTGTGGACGAGTTGCTGGAGGCAGGGATCAACGTGACGGTGTATAATGGACAG 
1141 CTG'jATCTCATCGTAGATACCATG'jGTCAGi";AGGCCTGGGTGCGGAAACTGAA'1;TGG(:CA 

*****r************^*********r** ******************* ********** 

1141 ctggatctcatcgtagataccatgggtcaggaggcctgggtgcggaaactgaagtggcca 
1201 gaac'tgcctaaa'itcagtc:agct<:jaagtgG/\aijGCi::ctgtacagtgaccctaaatctttc, 

1 2 0 1 GAACTGCCTAAATTCAGTCAGCTGAAGTGGAAGGCCCTGTAC^ 
1261 GAAACATCTGCTT5TGT(Y^AGT(VTACA//^^ 

i 2 6 1 gaaa<:atctcx:ttt7(;t(:/\agtc^ ;attctgaaagct 



ft 



PC 



PNA4 0 37 0 


13 21 


******** ********** * * * * * ******* **** 


P_AAX25445 


1 3 2 1 


GGTCATATGGTTCCTTCTGACCAAGGGGACATGGCTCTGAAGATGATGAGACTGGTGACT 


DNA4 03 7 0 


1381 


'-MO^/Yrtio/v-i 1 Atj(jA 1 Vj<jA i bibibrbib 1 UbiAbiA 1 bjAbib 1 ILL brbjb.b, 1 1 'jbb'jLALAbAbLT 

fr*********************************^*** A-** ******************* 


P_AAX25445 


1381 


CAGCAAGAATAGGATGGATGGGGCTGGAGATGAGCTGGTTTGGCCTTGGGGCACAGAGGT 


DMA 4 0 3 7 0 


14 41 

± H l ± J_ 


bAbb i bj/\bjbjLCbjC 1 bi AAGG 1 G I AGGAAGLGLL A 1 ILI I LLC rGTATCTAACTGGGGCTGT 
************************************** ***********^ + ***,^ 


p_aa>:::544 5 


14 41 


GAGCTGAGGCCGCTGAAGCTGTAGGAAGCGCCATTCTTCCCT(3TATCTAACTGGGGCTGT 


DKTA4 0 3 7 0 


1 S D 1 


brA i AAbfAAbibj 1 ibl bjAL.L AbrL i Ibl GLAbrAGGA I AAAA rL ATTGTCTLTGGAGGCAATT 
************************************************ ^^^^^t^*^* 


P_AAX2 544 5 


1501 


gatcaagaaggttctgaccagcttctgcagaggataaaatcattgtctctggaggcaatt 






i brbiAAA. l 1A1 1 Ibl GC 1 Ibl I AAAAAAACCTAAGATTTTTTAAAAAATTGATTTGTTTTG 
**********************************************************.** 


P_AAX25445 


1561 


TGGAAATTATTTCTGCTTCTTAAAAAAACCTAAGATTTTTTAAAAAATTGATTTGTTTTG 


DNA40370 


1621 


ATCAAAATAAAGGATGATAATAGATATTAA 

****************************** 


P_AAX25445 


1621 


ATCAAAATAAAGGATGATAATAGATATTAA 


>6 AX098272 Sequence 11 from Patent WO0119987. (1G50 bp) [1 seg] 
Score = 1650 (3271 bits), Expect =0.0 

Identities - 1650/1650 (100%), at 1,1-1650,1650, Strand +/+ 


DNA4 (J 3 / 0 


1 


GCCTGTTGCTGATGCTGCCGTGCGGTACTTGTCATGGAGCTGGCACTGCGGCGCTCTCCC 
********-*****•*********************************************** 


AX098272 


1 


GCCTGTTGCTGATGCTGCCGTGCGGTACTTGTCATGGAGCTGGCACTGCGGCGCTCTCCC 


DNA4 0.nO 


61 


GTCCCGCGGTGGTTGCTGCTGCTGCCGCTGCTGCTGGGCCTGAACGCAGGAGCTGTCATT 
************************************************************ 


AX098272 


61 


GTCCCGCGGTGGTTGCTGCTGCTGCCGCTGCTGCTGGGCCTGAACGCA.GGAGCTGTCATT 


DNA4 0 370 


121 


GACTGGCCCACAGAGGAGGGCAAGGAAGTATGGGATTATGTGACGGTCCGCAAGGATGCC 
* * * * * * * * *************************************************** + 


AXO 98272 


121 


GACTGGCCCACAGAGGAGGGCAAGGAAGTATGGGATTATGTGACGGTCCGCAAGGATGCC 


DNA4 0i7 0 


181 


TACATGTTCTGGTGGCTCTATTATijCCACCAACTCCTGCAAGAACTTCTGAGAACTGCCC 
-a-**-****************************************************.***** 


AX098272 


181 


TACATGTTCTGGTGGCTCTATTATGCCACCAACTCCTGCAAGAACTTCTCAGAACTGCCC 


DNA40370 


241 


CTGGTCATGTGGCTTCAGGGCGGTCCAGGCGGTTCTAGCACTGGATTTGi 5AAACTTTGAG 
****************************************************** ****** 


AX0 9 82 7 2 


241 


CTGGTCATGTGGCTTCAGGGCGGTCCAGGCGGTTCTAGGACTGGATTTGGAAACTTTGAG 


DMA 4 0 3 7 0 


3 0 1 


GAAATTGGGCCCCTTGACAGTGAT«:tCAAACCACGGAAAACCACCTGGCTCCAGGCT'3C(: 

************************************^* *^** ^^^^^^^.^^^j^ 


AX0'-)8::7.: 


3 ( ) 1 


GAAATTGGGCCGCTTGACAGTGAT';TCAAACCACGGAAAACCACCTGG'2TCCAG(^CTGCC 


DIIA4 037U 


3(5 1 


A G T C T C C T A T 7 TG T G G A T AAT C C C G T G G G C AC TG GG T T C AG T T A T G T G AA T G G T A ; 3 T G G T 


Aa0'ks27:: 


3(>1 


AGTCTCCTATTTGTGGATAATCCC< jTGGGCACTGGGTTCAGTTATGTGAATGGTAGTGGT 


dna-;o 


4 2 L 


GCCTATGccAAGGACCTGGCTATGGrGGCTTCAGACATG 


AX 0V8 2 7 2 


4 2 I. 


Ga'TATGCCAAGGACCTGCXTATGGTGGCTTCAGACATGATGG 


2>K'A4 0 -.7 0 


4 r , ' 


T r T G A G T T G C C AG AAA G A A T 1 1 C C A. < 3 A < I A G T T C C AT TC T A( \ \ 7 T T T C T C A C G\ G T C (2' T A " G ; : 


AXO 98272 


4 y, ] . 


FT( 'ACTTCf , CACAAA(3AA r rTCCAGACAG r r r rCCATTC , TAC 'ATT'I'Tr'TC ;AC;A, ;TCf;TATf IC^A 



DNA403 7 0 
AX098272 
DNA40 37 0 
AX098272 
PNA40 370 
AX098272 
DNA40 370 
AX098272 
DNA4 0 3 7 0 
AX098272 
DNA40370 
AX098272 
DNA4 0 3 7 0 
AX098272 
DNA40 37O 
AX098272 
DMA 4 0 3 7 0 
AX098272 
DNA4 03 7 0 
AX098272 
DNA4 03 7 0 
AX098272 
DNA4 03 7 0 
AX098272 
DNA4 0 37 0 
AX098277 
DIJA4 0370 
AX0 982 72 
DUA4 03 7 0 
AX 0 7 3272 
ON A 4 0 37 0 
t\/A) l )H2 7 2 



541 GGAAAAATGGCAGCTGGCATTGGTCTAGAGCTTTATAAGGCCATTCAGCGAGGGACCATC 

***************** ******************************************* 

541 GGAAAAATGGC AGCTGGC ATTGGTCTAGAGCTTTATAAGGCCATTC AGCGAGGGACC ATC 
6 0 1 AAGTGCAACTTTGCGGGGGTTGCCTTGGGTGATTCCTGGATGTCCCCTGTTGATTCGGTG 

****************************************+******************* 

6 0 1 AAGTGCAACTTTGCGGGGGTTGCCTTGGGTGATTCCTGGATCTCCCCTGTTGATTCGGTG 

6 6 1 CTCTCCTGGGGACCTTACCTGTACAGCATGTCTCTTCTCGAAGACAAAGGTCTGGCAGAG 
*************************************** ***************^ 

6 61 CTCTCCTGGGGACCTTACCTGTACAGCATGTCTCTTCTCGAAGACAAAGGTCTGGCAGAG 

7 21 GTGTCTAAGGTTGCAGAGCAAGTACTGAATGCCGTAAATAAGGGGCTCTACAGAGAGGCC 

*****************************************************.****.*.*..* 

7 21 GTGTCTAAGGTTGCAGAGCAAGTACTGAATGCCGTAAATAAGGGGCTCTACAGAGAGGCC 

7 81 ACAGAGCTGTGGGGGAAAGCAGAAATGATCATTGAACAGAACACAGATGGGGTGAACTTC 
********* + **********************************************„ r *** 

7 81 ACAGAGCTGTGGGGGAAAGCAGAAATGATCATTGAACAGAACACAGATGGGGTGAACTTC 

841 TATAAC ATCTTAACTAAAAGC ACTCCCACGTCTAC AATGGAGTCGAGTCTAGAATTCAC A 
************************************************************ 

8 41 TATAACATCTTAACTAAAAGCACTCCCACGTCTACAATGGAGTCGAGTCTAGAATTCACA 

9 01 CAGAGCCACCTAGTTTGTCTTTGTCAGCGCCACGTGAGACACCTACAACGAGATGCCTTA 

* * ********** ************************************************. 

9 01 CAGAGCCACCTAGTTTGTCTTTGTCAGCGCCACGTGAGACACCTACAACGAGATGCCTTA 
9 61 AGCC AGCTC ATGAATGGCCCCATCAGAAAGAAGCTC AAAATTATTCCTGAGGATCAATCC 

************** ******************************************** ** 

9 61 AGCC AGCTCATGAATGGCCCC ATCAGAAAGAAGCTC AAAATTATTCCTGAGGATCAATCC 

10 21 TGGGGAGGCCA'jGCTACCAACGTCTTTGTGAAC ATGGAGGAGGACTTCATGAAGCCAGTC 
************************************************************ 

10 21 TGGGGAGGCCAGGCTACCAACGTCTTTGTGAACATGGAGGAGGACTTCATGAAGCCAGTC 
10 81 ATTAGCATTGTGGACGAGTTGCTGGAGGCAGGGATCAACGTGACGGTGTATAATGGACAG 

************************************************************ 

1081 ATTAGCATTGT(5GACGAGTTGCTGGAGGCAGGGATCAACGTGACGGTGTATAATGGAC AG 

1141 CTGGATCTCATCGTAGATACCATGGGTCAGGAGGCCTGGGTGCGGAAACTGAAGTGGCCA 
*******************************************************.***** 

1141 CTGGATCTCATCGTAGATACCATGGGTCAGGAGGCCTGGGTGCGGAA.ACTGAAGTGGGCA 

1 2 0 1 GAAGT( jCCTAAATTCAGTCAGCTGAAGTGGAAGGCCCTGTAC AGTGACCCTAAATCTTTG 
************************************-**********.*,*****.*^* + ^^^* 

12 01 GAACT(5CCTAAATTCAGTCAGCTGAAGT(5GAAGGCCCTGTACAGTGACCCTAAATCTTTG 

1 2 6 1 GAAAGATCTGCTTTTGTCAAGTCCTACAAGAACCTTGCTTTCTACTGGATTCTGAAAGCT 
************************************************ .j,.*****.*.**^*.* 

1 2 h 1 GAAACATCTGCTTTTGTCAAGTCCTACAAGAACCTTGCTTTOTACTGGATTCTGAAAGOT 
1 G G T '2 A r i 1 AT G G T T C C T T C T G AC C .A AG G GG A (2 ATG G C T C T G AA 1 2 A TG AT ' 2 A G AC T G G T G .\ ; 2 T 

*****,***************** .* 4.***^*^*^^. ************** .^^a-*.****,^** 

IS 7 1 GGTCATATGGTTC CTTCTGACC AAGGGGACATGGCTCTGAAGATGATGAGACTGGTGACT 
1 2 b 1 CAGC AAC;AATAGGATGGATGC;Gv>2TGGAGATGAGCTGGTTTr;GCCTTGGGGCACAGAGCT 



■ 8 1 



: 1 4 i ( 



AG 7AAGAATAGGATGGATGGGGCTGGAGATGAGCTGGTTTGGCCT^^ 

agctgaggccgctgaac ;cTGTAGGAAGrfxx:ATTCTT(22CTGTATCTAACTGGGGC7GT 
A( ;(";■( ;a< vv 'cc;( t< ;aa( ;( :tgta( ;c ;aa< ; f " ;ccatt( 'ttccctc jtatctaactc ;c,( ;g< ;tg7 



DNA4 0 3 7 0 1 S n 1 GATC AAGAAGGTTCTGACCAGCTTCTGC AGAGG ATAAAATC ATTGTPTCTGGAGGC AATT 

AX 0 9 8 2 7 2 1 ^ <> 1 GATC AAG AA>3GTTCTGACC AGCTTCTGC AGAGGATAAAATC ATTGTCTCTGGAGGC AATT 

DI JA4 0 3 7 0 15 1 TGGAAATTATTTCTGCTTCTTAAAAAAACCTAAGATTTTTTAAAAAATTGATTTGTTTTG 
********* + + + 

A>1 0 9 8 2 7 2 15 01 TGGAAATTATTTCTGCTTCTTAAAAAAACCTAAGATTTTTTAAAAAATTGATTTGTTTTG 

DN A4 0 3 7 0 162 1 ATC AAAAT AAAGG ATGAT AAT AG ATATTAA 
****************************** 

AX 0 9 8 2 72 1621 ATC AAAATAAAGG ATG AT AAT AG AT ATTAA 

U92l"bp} 6 U Kg? SapienS Serine carboxypeptidase 1 precursor protein (HSCP1) 
Score = 1640 (3251 bits), Expect - 0 0 

Identifies = 1646/1648 (99%), at 2,1-1649,1648, Strand +/+ 



DNA40370 
NM_021626 
DNA40370 
NM_021G26 
DNA4 03 7 0 
NM_021626 
DNA4 037 0 
NM_021626 
DNA4 03 7 0 
NM„02162 6 
DNA4 03 7 0 
NM_0 2162 6 
DNA4 03 7 0 
NM_0 2162 6 
DNA4 03 7 0 
NM_0216;: 6 
DNA4 03 7 0 
NM_0 2 162i) 
DNA 1 0 3 ';' i J 
NM__()3 162>> 
DNA 4 0 3 7') 
NM...0 2 1 0 2 6 
DMA 4 0 C/0 
rJM 02 162 6 



2 CCTGTTGCTGATGCTGCCGTGCGGTACTTGTCATGGAGCTGGCACTGCGGCGCTCTCCCG 

********** *************************** 

1 CCTGTTGCTGATGCTGCCGTGCGGTACTTGTCATGGAGCTGGCACTGCGGCGCTCTCCCG 

62 TCCCGCGGTGGTTGCTGCTGCTGCCGCTGCTGCTGGGCCTGAACGCAGGAGCTGTCATTG 
************** ****************i r * irir * it * + ** + * + + + * + + + ^ + + ^^ + ^ ieirifif 

6 1 TCCCGCGGTGGTTGCTGCTGCTGCCGCTGCTGCTGGGCCTGAACGCAGGAGCTGTCATTG 
1 2 2 ACTGGCCCAC AGAGGAGGGCAAGGAAGTATGGGATTATGTGACGGTCPGCAAGGATGCCT 

***************************************** A ^ i , l , jt + ; + + #itifcit]fr + ^ + ^^ 

1 2 1 ACTGGCCCAC AGAGGAGGGCAAGGAAGTATGGGATTATGTGACGGTCCGCAAGGATGCCT 

1 8 2 AC ATGTTCTGGTGGCTCTATTATGCCACC AACTCCTGC AAGAAPTTCTCAGAACTGCP CC 
********************** + ********************^ + + + + + + + + + + ^;^ 

181 ACATGTTCTGGTGGCTCTATTATGCCACCAACTCCTGCAAGAACTTCTCAGAACTGCCCC 

2 4 2 TGGTCATGTGGCTTC AGGGCGGTCCAGGCGGTTCTAGC ACTGGATTTGGAAACTTTGAGG 
************************************ + **** 1 ,^ 1 , Jf ^ A ^^ ilr + ^^^^ + ^ w + + 

2 4 1 TGGTCATGTGGCTTCAGGGCGGTCC AGGCGGTTCTAGCACTGGATTTGGAAACTTTGAGG 

3 0 2 AAATTGGGCCCCTTGAC AGTGATCTC AAACCACGGAAAACC ACCTGGC TCCAGGCTGCCA 

******* + *** + ********** + + * + * + + + + * + + * + + * + + *** + * + *:* + + irie + it ^ + ; + + 

3 0 1 AAATTGGGCCCCTTGACAGTGATCTCAAACCACGGAAAACCACCTGGCTCCAGGCTGCCA 

3 6 2 GTCTCCTATTTGTGGATAATCCCGTGGGCACTGGGTTCAGTTATGTGAATGGTAGTGGTG 

****************************************^*^^ + + ^^ A ^ + ^^ 

3 b 1 GTCTCCTATTTGTGGATAATCCCGT<^GGCACTGGGTTCAGTTATGTGAATGGTAGTGGTG 

4 2 2 CCTATGCCAAGGACCTGGCTATGGTGGCTTCAGAC ATGATGGTTCTPCTGAAGACCTTCT 

******************************************** ^^-^^^^^^^ 

4 2 1. CCTATGCCAAC^GACCTGGCTATGGTGGCTTCAGACATGATGGTTCTCCTGAAGACCTTCT 
4 8 2 TCAGTTGCCACAAAGAATTCCAGACAGTTCCATTCTACATTTTPTrAO AGTCCTATGCAC 

^**********************************************^ +++#++ ^^ ++ ; 

4 8 i T C AG TTGC C AC AA AG AATTC C AG AC AGT TC C A TTC T AC ATTTTC TC AG AG rC CTATGGAG 

'.4 2 ( t A A AAA T G G C A G C TGGC AT T G G T C T A G AG C T T T A T AAG G C C AT TC AGC G AG G G AC c a T C A 
*************************************** A + „^ Ajt ^^^ fr + fr ^^ + ^ t + ^^^ 

VI i. ^AAAAATGGCAGCTGGCATTGGT(2TAGAGCTTTAT7VAGGCCATTCAGCGAGGGACCATCA 

;tgc 
* >- * 



r,0:: f:?° c ^y[™f f ; n ^^ 

f)0! A»;TGCAACTTTG(:u(x;f;Grra:c;rrGGGTGATTCca'GGATCK:f:c(:(xrrfr,ATTCc;( 
' 1 ' ' ' ' : ' " ! ' ' f " ;Y;r - ;i '( -tta( :r :■!■( ;tai :\< ;< \atgt; :t< "!"!vtggaaga( \aaa.( ;g'."< ".-g, ;< :ac 



V 



Act; 

■V 'A ) 



DNA4 0 3 7 0 7 2 2 TGTCTAAGGTTGC AGAGC AAGTACTGAATGCCGTAAATAAGGGGCTCTAC AGAGAGGCC A 
************************************************************ 

NM_02 1 62 6 7 .1: L TGTCTAAGGTTGCAGAGCAAGTACTGAATGCCGTAAATAAGGGGCTCTACAGAGAGGCCA 



************************************************************ 
NM_0 2 1 6 'J 6 9 01 AGAGCCACCTAGTTTGTCTTTGTCAGCGCCACGTGAGACACCTACAACGAGATGCCTTAA 

DNA4 0 37 0 9 6 2 GCCAGCTCATGAATGGCCCCATCAGAAAGAAGCTCAAAATTATTCCTGAGGATCAATCCT 
************************************************************ 

NN_0 21626 961 GCCAGCTC ATGAATGGCCCCATC AGAAAGAAGCTCAAAATTATTCCTGAGGATC AATCCT 

DNA4 0370 1022 GGGGAGGCC AGGCTACCAACGTCTTTGTGAAC ATGGAGGAGGACTTC ATGAAGCCAGTC A 
**** ************************************ ******************** 

NM_0 21626 1021 GGGGAGGCC AGGCTACCAACGTCTTTGTGAAC ATGGAGGAGGACTTC ATGAAGCCAGTC A 

DNA4 0 3 7 0 10 8 2 TTAGCATTGTGGACGAGTTGCTGGAGGCAGGGATCAACGTGACGGTGTATAATGGACAGC 
************************************************************ 

NM_0 2162 6 10 31 TTAGC ATTGTGGACGAGTTGCTGGAGGC AGGGATC AACGTGACGGTGTATAATGGACAGC 

DNA4 0370 1142 TGGATCTC ATCGTAGATACC ATGGGTC AGGAGGCCTGGGTGCGGAAACTGAAGTGGCC AG 
************************************************************ 

NM_0 21626 1141 TGGATCTC ATCGTAGATACCATGGGTC AGGAGGCCTGGGTGCGGAAACTGAAGTGGCC AG 

DNA4 03 7 0 1202 AACTGCCTAAATTC AGTC AGCTGAAGTGGAAGGCCCTGTAC AGTGACCCTAAATCTTTGG 
************************************************************ 

NM_0 216 2 6 12 0 I AACTGCCTAAATTC AGTC AGCTGAAGTGGAAijGCCCTGTAC AGTGACCCTAAATCTTTGG 

DNA4 0 3 7 0 12 62 AAACATCTGCTTTTGTCAAGTCCTACAAGAACCTTGC TTTCTACTGGATTCTGAAAGCTG 
************************************************************ 

NM„0 216 2 6 1261 AAACATCTGCTTTTGTCAAGTCCTACAAGAACCTTGCTTTCTACTGGATTCTGAAAGCTG 

DNA4 0 3 7 0 1 3 2 2 GTCATATGGTTCCTTCTGACCAAGGGGACATGGCTCTGAAGATGATGAGACTGGTGACTC 
************************************************************ 

NM_0 2 16 2 6 1 3 1 GTCATATGGTTCCTTCTGACCAAGGGGACATGGCTCTGAA* 5ATGATGAGACTGGTGACTC 

DNA4 0 3 7 0 1 3 8 2 AGCAAGAATAGGATGGATGGGGCTGGAGATGAGCTGGTTTGGCCTTGGGGCACAGAGCTG 
************************************************************ 

NM„0 2 162 6 13 8 1 AGCAA( jAATA<3GATGGATGGGGCT( jGAGATGAGCT( ^GTTTGGCCTTGGGGCACAGAGCTG 

DNA4 037 0 1 4 4 2 AGCTGAGGCCGCTG.^AGCTGTAGt ';AAGi :GCC ATTCTTCCCTGTATCTAACTGGGGCTGTG 
************************************************************ 

NM__02162 6 144 ■ AGCTGAGGCCGCTGAAGCTGTAGGAAGCGCCATTCTTC^ 
DNA4 03 7 0 1 S 0 2 ATCAAGAA< ^GTTCTGACC AGCTT( :TGC AGAGGATAAAATC ATTGTCTCTGGAGGC AATT' V 

************************ + **^- **-*■* **************** A-***********-* 

NM__. 0 2162 6 ISO L ATC AAGAA< ^GTTCTG ACC AGCTTCTi jC AG AGGATAAAlATC ATTGTCTCTGGAGGC AATTT 

DNA4 0 3' / 0 1 S < . 2 GGAAATTATTTCTCCTTCTTAAAAAAACCTA^ 

NM_.021.62 6 i so : GGAAATTATTTCTGC':TCTTAA/w\AAA 

DNA4 0 3VO 1 f)2 2 T C A A A A T A A A G G A T < ;ATAATAGATATTA 

NM 021 6:-:0 : 02 ; T( S\AAATAAAGGATGA'I "AATAGATATTA 



DNA'I 03 7 0 7 82 CAGAGCTGTGGGGGAAAGC AGAAATGATC ATTGAACAGAACACAGATGGGGTGAACTTCT 

***** ******* ****************************** ******* * ********** 

NM_02162 6 7 8 1 CAGAGCTGTGGGGGAAAGC AGAAATGATC ATTGAACAGAAC AC AG ATGGGGTGAACTTCT 

DNA4 0 3 7 0 84 2 ATAAC ATCTTAACTAAAAGCACTCCCACGTCTACAATGGAGTCGAGTCTAGAATTCACAC 
**************************** **** ***** ************* ********** 

NM_0 21626 84 1 ATAAC ATCTTAACTAAAAGC ACTCCC ACGTCTACAATGGAGTCGAGTCTAGAATTC AC AC 
DNA4 0 3 7 0 9 0 2 AGAGCCACCTAGTTTGTCTTTGTCAGCGCCACGTGAGACACCTAC AACGAGATGCCTTAA W 



>8 AF282618 Homo sapiens serine carboxypept idase 1 precursor protein (HSCPl) 
(1921 bp) [1 seg] 

Score = 1640 (3251 bits), Expect - 0.0 

Identities = 1646/1648 (99%), at 2,1-1649,1648, Strand +/+ 



DNA4 03 7 0 
AF282618 
DNA40370 
AF282618 
DNA4 03 7 0 
AF2 82618 
DNA40370 
AF282618 
DNA4037 0 
AF282618 
DNA40370 
AF282618 
DNA4 0370 
AF282618 
DNA4 037 0 
AF282618 
DNA4 037 0 
AF282618 
DNA4 0370 
AF2 8 2 61 
DNA4 0 37 0 
AF282618 
DNA4H 37 0 
AF.:87618 
DIJA4 0 370 
AF.' 376 18 
Df J A 10 r; 0 
AF: .-*26 18 
DNA4 0 3 7 0 



2 CCTGTTGCTGATGCTGCCGTGCGGTACTTGTCATGGAGCTGGCACTGCGGCGCTCTCCCG 
L CCTGTTGCTGATGCTGCCGTGCGGTACTTGTCATGGAGCTGGCACTGCGGCGCTCTCCCG 
62 TCCCGCGGTGGTTGCTGCTGCTGCCGCTGCTGCTGGGCCTGAACGCAGGAGCTGTCATTG 
CI TCCCGCGGTGGTTGCTGCTGCTGCCGCTGCTGCTGGGCCTGAACGCAGGAGCTGTCATTG 
1 2 2 ACTGGCCC AC AGAGGAGGGCAAGGAAGTATGGGATTATGTGACGGTCCGC AAGGATGCCT 
1 2 1 ACTGGCCCACAGAGGAGGGCAAGGAAGTATGGGATTATGTGACGGTCCGC AAGGATGCCT 
1 8 2 ACATGTTCTGGTGGCTCTATTATGCCACCAACTCCTGCAAGAACTTCTCAGAACTGCCCC 
181 ACATGTTCTGGTGGCTCTATTATGCCACC AACTCCTGCAAGAACTTCTCAGAACTGCCCC 
2 4 2 TGGTCATGTGGCTTCAGGGCGGTCCAGGCGGTTCTAGCACTGGATTTGGAAACTTTGAGG 

2 4 L TGGTCATGTGGCTTCAGGGCGGTCCAGGCGGTTCTAGCACTGGATTTGGAAACTTTGAGG 

3 02 AAATTGGGCCCCTTGAC AGTGATCTC AAACC ACGGAAAACC ACCTGGCTCCAGGCTGCC A 
************************************^ 

3 0 1 AAATTGGGCCCCTTGAC AGTGATCTC AAACCACGGAAAACC ACCTGGCTCCAGGCTGCC A 

3 62 GTCTCCTATTTGTGGATAATCCCGTGGGC ACTGGGTTC AGTTATGTG AATGGTAGTGGTG 
**********************************************^ 

3 6 1 GTCTCCTATTTGTGGATAATCCCGTGGGC ACTGGGTTC AGTTATGTG AATGGTAGTGGTG 

4 2 2 CCTATGCCAAGGACCTGGCTATGGTGGCTTCAGACATGATGGTTCTCCTGAAGACCTTCT 

*********************** A**-Ar***Ar*^ 

4 2 ]. CCTATGCCAAGGACCTGGCTATGGTGGCTTCAGACATGATGGTTCTCCTGAAGACCTTCT 
4 3 2 TCAGTTGCCACAAAGAATTCCAGAC AGTTCCATTCTACATTTTCTCAGAGTCCTATGGAG 

*****************-*****A****-A-**A-****************A-************ 

4 8 I TCAGTTGCCACAAAGAATTCCAGAC AGTTCCATTCTACATTTTCTCAGAGTCCTATGGAG 

5 4 2 GAAAAATGGCAGCTGGCATTGGTCTAGAGCTTTATAAGGCCATTCAGCGAGGGACCATCA 
8 54 1 GAAAAATGGCAGCTGGCATTGGTCTAGAGCTTTATAAGGCCATTCAGCGAGG'jACCATCA 

6 0 2 AGTGCAACTTTGCGGGGGTTGCCTTGGGTGATTCCTGGATCTCCCCTGTTGATTCGGTGC 

****************A-*********-**A-A-*******A******** * + ********** 

60 L AGTGCAACTTTGCG'2IG(3GTTGCCTTGGGTGATTCCTGGATCTCCCCCGTGGATTCGGTGC 
6 6 2 TCTCCTGGGGACCTTACCTG rACAGC ATGTCTCTTCTOGAAGACAAAGGTCTGGC AGAGG 

********* ***Ar*** + ***A-*-****-*^************************** 

6 6 TCTCCTGGGGACCTTAOCTGTACAGCATGTCTCTTCTCGAAGACAAAGGTCTGGCAGAGG 

7 2 2 TGTCTAAGGTTGCA< !JAGCAAGTACTGAATGCCGTAAATAAGGGGCTCTACAGAGAGGCCA 

****^*******r******r***: ******** ■*-***-** * ****** ****************** 

72 1 TGTCTAAGGTTGCAGAGCAAGTACTGAA7T;C^ 

7 ( AG AGC ' TGTGGGG G AAAG C A< j AAA T (2 AT C A 7 T G A A( ' AG AAC AC AG AT GGGGT( 7 AAC T TC T 

A A + **A-A****t ********* ******>-,► * * * * A *****-******************** 

7 8 ! CAGAGCTGTGGGGGAAAGCAGAAAITJATCA': 7G A A 1 ' " AG AAC A( 1 AG A r r ( J GGGTC A AC T T C T 



84 2 ATAACATCTTAACTAAAAGCACTCCCAC 



"I"'AC AAT( JGAGTCGAGTCTAGAATTCACAC 



AF2 82 618 8-11 ATAACATCTTAACTAAAAGCACTCCCACGTCTACAATGGAGTCGAGTCTAGAATTCACAC 

DN A4 0 3 7 0 9 0 2 AGAGCC ACCTAGTTTGTCTTTGTC AGCGCC ACGTGAGAC ACCTAC AACGAGATGCCTTAA 
************************* *********************************^.* 

AF2 8 2 6 1 8 90 1 AGAGCC ACCTAGTTTGTCTTTGTC AGCGCC ACGTGAGAC ACCTAC AACGAGATGCCTTAA 

DNA4 0 37 0 962 GCC AGCTC ATGAATGGCCCC ATC AGAAAGAAGCTC AAAATTATTCCTGAGGATC AATCCT 
******************************************* 

AF2 8 2 6 1 8 9 6 1 GCC AGCTC ATGAATGGCCCC ATC AGAAAGAAGCTC AAAATTATTCCTGAGGATC AATCCT 

DNA4 03 7 0 10112 GGGGAGGCC AGGCTACC AACGTCTTTGTGAAC ATGGAGGAGGACTTC ATGAAGCCAGTC A 
************************************************************ 

AF2 8 2 6 1 8 1021 GGGGAGGCC AGGCTACC AACGTCTTTGTGAACATGGAGGAGGACTTC ATGAAGCCAGTC A 

DNA4 0 3 7 0 10 82 TTAGCATTGTGGACGAGTTGCTGGAGGCAGGGATCAACGTGACGGTGTATAATGGACAGC 
************************************************************ 

AF282618 1081 TTAGC ATTGTGGACGAGTTGCTGGAGGC AGGGATC AACGTGACGGTGTATAATGGAC AGC 

DNA4 03 7 0 1142 TGGATCTCATCGTAGATACCATGGGTCAGGAGGCCTGGGTGCGGAAACTGAAGTGGCCAG 
************************************************************ 

AF282618 1141 TGGATCTCATCGTAGATACCATGGGTCAGGAGGCCTGGGTGCGGAAACTGAAGTGGCCAG 

DNA4 03 7 0 12 02 AACTGCCTAAATTC AGTC AGCTGAAGTGGAAGGCCCTGTACAGTGACCCTAAATCTTTGG 
************************************************************ 

AF282618 1201 AACTGCCTAAATTC AGTC AGCTGAAGTGGAAGGCCCTGTACAGTGACCCTAAATCTTTGG 

DNA4 0 3 7 0 12 6 2 AAACATCTGCTTTTGTC AAGTCCTAC AAGAACCTTGCTTTCTACTGGATTCTGAAAGCTG 
************************************************************ 

AF2 8 2 6 1 8 12 61 AAACATCTGCTTTTGTC AAGTCCTACAAGAACCTTGCTTTCTACTGGATTCTGAAAGCTG 

DNA4 03 7 0 132 2 GTC ATATGGTTCCTTCTGACC AAGGGGACATGGCTCTGAAGATGATGAGACTGGTGACTC 
************************************************************ 

AF2 82 618 13 21 GTC ATATGGTTCCTTCTGACC AAGGGGACATGGCTCTGAAGATGATGAGACTGGTGACTC 

DNA4 03 7 0 13 8 2 AGCAAGAATAGGATGGATGGGGCTGGAGATGAGCTGGTTTGGCCTTGGGGCACAGAGCTG 
********** ************************************************** 

AF2 8 2 618 13 8 1 AGCAAGAATAGGATGGATGGGGCTGGAGATGAGCTGGTTTGGCCTTGGGGCACAGAGCTG 
DNA4 0 3 7 0 144 2 AGCTGAGGCCGCTGAAGCTGTAGGAAGCGCCATTCTTCCCTGTATCTAACTGGGGCTGTG 

************************************************************ 

AF::S2 618 144 1 AGCTGAGGCCGCTGAAGCTGTAGGAAGCGCCATTCTTCCCTGTATCTAACTGGGGCTi^TG 

DIJA4 0 3 7 0 15 02 ATCAAGAAGGTTCTGACC AGCTTCTGCAGAGGATAAAATCATTGTCTCTGGAGGC AATTT 
****************** ****************************************** 

AF2 8 J 6 1 8 1 5 0 1 ATCAAGAAGGTTCTGACCAGCTTCTGCAGAGGATAAAATCATTGTCTCTGGAGGCAATTT 

DNA4 0 3 7 0 15 6 2 GGAAATTATTTCTGCTTCTTAAAAAAACCTAAGATTTTTTAAAAAATTGATTTGTTTTGA 
******************************************************.*****„. 

AF;: 8 2 6 1 8 15 61 GGAAATTATTTCTGCTTCTTAAAAAAACCTAAGATTTTTTAAAAAATTGATTTGTTTTGA 

d:u-a i 3 7 0 16 2 2 tc aaaataaaggatgataatagatatta 

*********************** + *.*** 

AF 2 8 2 6 1 8 L 6 2 : TC AAAATAAAGGATGATAATAGATATTA 

>9 AF027373 Homo sapiens cDNA FLJ14467 fis, clone MAMMA 1 000672 , weakly (1641 bp) 
[1 ."><• ;\ 

Sr.* o r e - 16 57 ( ^ 2 4 5 b i t s ) , Expec t; - 0 . 0 

i^.^t...tios ■ 16 40/1641 ( ( )9%)\ at. 8,1-1 648,1641, Strand t/ f 

d:;a4 0 3 7 0 y gctgatgctgccgtgcggtacttgtc^^ 

a:-' 2 v 37 ^ i (;;"!( ;avgct< ;( 2 'i. ''y f ;< :i ;gtacttgt(:atggagct( ;gcactg( xx;cgctctcccg7(' 'c^gg 
: j"jA4 o v.' n 6<-i < ;( ;■'['■( ;c ;vt< ;c "n ;( ; ;f ' :'( ;< y ,r ;c:'G( "rt ;gtggg^ vtgaagg< :aggag< ;t< ; r r( \attga( 'TGt 



AKU.r/37 3 


61 


GGTGGTTGCTGCTGCTGCCGCTGCTGCTGGGCCTGAACGCAGGAGCTGTCATTGACTGGC 


DUA4 037 0 


128 


CCACAGAGGAGGGGAAGGAA(jTATGi^GATTATGTGACGGTCCGCAAGGATGCCTACAT(5T 


AK027373 


121 


CCAGAGAGGAGGGCAAGGAAGTATGGGATTATGTGACGGTCCGCAAGGATGCCTACATGT 


DNA4 037 0 


188 


tgtggtg<.3ctctattatgccaccaactcctgcaagaacttctcagaactgcccctggtca 


ako::7373 


181 


TCT(]IGTG(.1;CTCTATTATG(:CACCAACTCCTGCAAGAACTTCTCAGAACTGCCCCTGGTCA 


DIJA4 037 0 


248 


TGT(5GCTTCAGGGCGGTCCAGGCGGTTCTAGCACTGGATTTGGAAACTTTGAGGAAATTG 


ako::737 3 


241 


TGTGGCTTCAGGGCGGTCCAGGCGGTTCTAGCACTGGATTTGGAAACTTTGAGGAAATTG 


DNA4 03 7 0 


308 


GGCCCCTTGACAGTGATCTCAAACCACGGAAAACCACCTGGCTCCAGGCTGCCAGTCTCC 


AK027373 


301 


GGCCCCTTGACAGTGATCTCAAACCACGGAAAACCACCTGGCTCCAGGCTGCCAGTCTCC 


DNA4 03 7 0 


368 


TATTTGTGGATAATCCCGTGGGCACTGGGTTCAGTTATGTGAATGGTAGTGGTGCCTATG 

**************************-*************** + 


AK027373 


361 


TATTTGTGGATAATCCCGTGGGCACTGGGTTCAGTTATGTGAATGGTAGTGGTGCCTATG 


DNA4 0370 


428 


CCAAGGACCTGGCTATGGTGGCTTCAGACATGATGGTTCTCCTGAAGACCTTCTTCAGTT 
*+*********+************************ 


AK02 7373 


421 


CCAAGGACCTGGCTATGGTGGCTTCAGACATGATGGTTCTCCTGAAGACCTTCTTCAGTT 


DNA40370 


488 


GCCACAAAGAATTCCAGACAGTTCCATTCTACATTTTCTCAGAGTCCTATGGAGGAAAAA 
*******++****************+****************^ 


AK027373 


481 


GCCACAAAGAATTCCAGACAGTTCCATTCTACATTTTCTCAGAGTCCTATGGAGGAAAAA 


DNA4 03 7 0 


548 


TGGCAGCTGGCATTGGTCTAGAGCTTTATAAGGCCATTCAGCGAGGGACCATCAAGTGCA 
************************************^ 


AK027373 


541 


TGGCAGCTGGCATTGGTCTAGAGCTTTATAAGGCCATTCAGCGAGGGACCATCAAGTGCA 


Di:A4 03 7 0 


6 08 


ACTTTGCGGGGGTTGCCTTGGGTGATTCCTGGATCTCCCCTGTTGATTCGGTGCTCTCCT 
********* ***********************^ 


AK027373 


601 


ACTTTGCGGGGGTTGCCTTGGGTGATTCCTGGATCTCCCCTGTTGATTCGGTGCTCTCCT 


d:;a4 03 7 0 


668 


GGGGACCTTACCTGTACAGCATGTCTCTTCTCGAAGACAAAGGTCTGGCAGAGGTGTCTA 
****************************************^ 


AKQ27373 


661 


GGGGACCTTACCTGTACAGCATGTCTCTTCTCGAAGACAAAGGTCTGGCAGAGGTGTCTA 


Di:A4 037 0 


728 


AGGTTGCAGAGCAAGTACTGAATGCCGTAAATAAGGGGCTCTACAGAGAGGCCACAGAGC 
***************************************^ 


AK0;:7373 


721 


AGGTTGCAGAGO AAGTACTGAATGCCGTAAATAAGGGGCTCTACAGAGAGGCCACAGAGC 


Dt;A4 037 0 


788 


TGTGGGGGAAAGCAGAAATGATCATTGAACAGAACACAGATGGGGTijAACTTCTATAACA 
***+^*********************+********^ 


AF0::7 373 


78 1 


TGT(7GGGGAAA'jCAGAAATGATCATTGAACAGAACACAGATGGGGT(^AACTTCTATAACA 


dic-v;0 370 


8-; 8 


tc r r r a ac t aa aag c a c t c c g ac g t c t a c aa. t ( ^ gag c g g a g tc pagaattcacacagagcc 

* * + ******** *******. ^fc^^^^.^^.^^^^ , ir ***^*** + . 11r , lr . ir ^. ^ + *.<-***.** VA . 


AP'n;; /373 


84 1 


TC 7T AAC T AAAAGC AC TC C : "JAG GTC T AC AATGG AG FC GAGTCT AG A A T TC AC AC AG AGG C 


DNA4 0 3 7 0 


9 ii 3 


acc , i\agttti3tctttgtcac7CGCc:acgtgagacacc , ta«::aacgagatgccttaagi:cagc 


AY-)'/ 737 3 


9 0 1 


ACCTA< rrTTGTCTTTGTCAGCGCCACGTGAGACACCTACAACGAGATGCCn 


d:.v-.4o j70 


9 6 8 


TCA7GAATGGCCCCATCAGAAJ\GAAGCTCAAAATTATTCCTGAG 



AK 027373 10 21 GCC AGGCTACC AACGTCTTTGTGAACATGGAGGAGGACTTC ATGAAGCC AGTC ATTAGC A 
DNA4 0370 1088 TTGTGGACGAGTTGCTGGAGGC AGGGATCAACGTGACGGTGTATAATGGACAGCTGGATC 

************************************************************ 

AKO 2 7 3 7 3 10 81 TTGTGGACGAGTTGCTGGAGGCAGGGATCAACGTGACGGTGTATAATGGACAGCTGGATC 
DNA4 0370 1148 TCATCGTAGATACC ATGGGTCAGGAGGCCTGGGTGCGGAAACTGAAGTGGCCAGAACTGC 

************************************************************ 

AKO 2 7 3 7 3 1141 TCATCGTAGATACC ATGGGTCAGGAGGCCTGGGTGCGGAAACTGAAGTGGCC AGAACTGC 

DMA 4 0370 1208 CTAAATTC AGTC AGCTGAAGTGGAAGGCCCTGTACAGTGACCCTAAATCTTTGGAAAC AT 
************* ****** ***************************************** 

AK 0 2 7 3 7 3 12 01 CTAAATTC AGTC AGCTGAAGTGGAAGGCCCTGTACAGTGACCCTAAATCTTTGGAAAC AT 

DNA4 0370 12 6 8 CTGCTTTTGTCAAGTCCTACAAGAACCTTGCTTTCTACTGGATTCTGAAAGCTGGTCATA 
************************************************************ 

AKO 2 7 3 7 3 12 61 CTGCTTTTGTCAAGTCCTACAAGAACCTTGCTTTCTACTGGATTCTGAAAGCTGGTCATA 

DNA4 0370 1328 TGGTTCCTTCTGACC AAGGGGAC ATGGCTCTGAAGATGATGAGACTGGTGACTC AGC AAG 
************************************************************ 

AKO 2 7 3 7 3 1321 TGGTTCCTTCTGACC AAGGGGAC ATGGCTCTGAAGATGATGAGACTGGTGACTCAGC AAG 

DNA4 0370 1388 AATAGGATGGATGGGGCTGGAGATGAGCTGGTTTGGCCTTGGGGC AC AGAGCTGAGCTGA 
************************************************************ 

AKO 2 7 3 7 3 1381 AATAGGATGGATGGGGCTGGAGATGAGCTGGTTTGGCCTTGGGGC AC AGAGCTGAGCTGA 

DNA4 0370 1448 GGCCGCTGAAGCTGTAGGAAGCGCCATTCTTCCCTGTATCTAACTGGGGCTGTGATCAAG 
************************** ********************************* 

AKO 2 7373 1441 GGCCGCTGAAGCTGTAGGAAGCGCCACTCTTCCCTGTATCTAACTGGGGCTGTGATCAAG 

DNA4 0370 1508 AAGGTTCTGACC AGCTTCTGC AGAGGATAAAATC ATTGTCTCTGGAGGC AATTTGGAAAT 
********************************************** ************** 

AK027373 1501 AAGGTTCTGACC AGCTTCTGC AGAGGATAAAATC ATTGTCTCTGGAGGC AATTTGGAAAT 

DNA4 0370 1568 TATTTCTGCTTCTTAAAAAAACCTAAGATTTTTTAAAAAATTGATTTGTTTTGATC AAAA 
************************************************ ************ 

AKO 2 7 3 7 3 1561 TATTTCTGCTTCTTAAAAAAACCTAAGATTTTTTAAAAAATTGATTTt 5TTTTGATCAAAA 

DNA403 7 0 162 8 TAAAGGATGATAATAGATATT 
******** ************* 

AK0273 7 3 1621 TAAAGGATGATAATAGATATT 

>10 AF113214 Homo sapiens MSTP034 mRNA, complete cds. mRNA , PRI 12-DEC-2000 
(1902 bp) [1 seg] 

Scor^ = 1594 (3160 bits), Expect = 0.0 

Identities = 1594/1594 (100%), at 5 6, 1-164 9, L594, Strand +/+ 



DNA4 03 7 0 5 6 CTCCCGTCCCGCGGTGGTTGCTGCTGCTGCCGCTGCTGCTGGGCCTGAACGCAGGAGCTG 

******** *********** ***************************************** 

AF 1:3214 1 CTCCCGTi:CCGCGGTGGTTGCTGCTGCTGCCi3CTGCTGCTGGGCCTGAACGC AGGAGCTG 

DNA4 0 3 7 0 1 i 6 TCATTGAC7GGCCC AC AGAGGAGGGCAAGGAAGTATGGGATTATGTGACGGTCCGCAAGG 

************* * * * * A- r **-******* ****** * * * * ********** ************* 

AF 113 214 6 i TCATTGACTGGCCXJACAGAGGAGGGCAAGGAAGTATGGGATTATGTGACGGTCCGCAAGG 

DNA4 0 S 7 0 1 7 6 ATG(X;TACATGTTCTGGTGGCTCTATTATGCCACCAACTCCT^ 

* * k ************** ****•**************************+***** + ****** 

af 1 13214 12 l atgcctacatgttctggtggc tctattatgccacc^^ 



0 > 7 0 



2 3G TGCCCCTGt ITCATGTCGCrXAGGGCGGTCCAG^ 



DNA40370 
AF113214 
DNA40 370 

AFH3214 

DNA40 370 
AF113214 
DNA40370 
AF113214 
DNA40370 
AF113214 
DNA40370 
AF113214 
DNA40370 
AF113214 
DNA4 0 3 7 0 
AF113214 
DNA4 0 3 7 0 
AF113214 
DNA4 0 3 7 0 
AF113214 
DNA4 0 3 7 0 
AF113214 
DNA4 0 3 7 0 
AF113214 
DNA4 037 0 
AF11 31! 14 
DNA4 0370 
AF113::14 
DNA4 0 370 
AFl 1 14 
:>NA4 0.>7 0 
AFl I VA 14 



2 9 6 TTGAGGAAATTGGGCCCCTTGACAGTGATCTCAAACC ACGGAAAACCACCTGGCTCCAGG 

2 41 TTGAGGAAATTGGGCCCCTTGACAGTGATCTCAAACCACGGAAAACCACCTGGCTCCAGG 

3 5 6 CTGCCAGTCTCCTATTTGTGGATAATCCCGTGGGCACTGGGTTCAGTTATGTGAATGGTA 
3 0 1 CTGCCAGTCTCCTATTTGTGGATAATCCCGTGGGCACTGGGTTCAGTTATGTGAATGGTA 
416 GTGGTGCCTATGCCAAGGACCTGGCTATGGTGGCTTCAGACATGATGGTTCTCCTGAAGA 

3 61 gtggtgcctatgccaaggacctggctatggtggcttcagacatgatggttctcctgaaga 
47 6 ccttcttcagttgccacaaagaattccagacagttccattctacattttctcagagtcct 

it********************************** 

421 ccttcttcagttgcc acaaagaattccagacagttccattctacattttctcagagtcct 

5 3 6 atggaggaaaaatggc agctggcattggtctagagctttataaggccattcagcgaggga 
481 atggaggaaaaatggc agctggcattggtctagagctttataaggccattcagcgaggga 
596 ccatcaagtgcaactttgcgggggttgccttgggtgattcctggatctcccctgttgatt 
541 ccatcaagtgcaactttgcgggggttgccttgggtgattcctggatctcccctgttgatt 
656 cggtgctctcctggggaccttacctgtacagcatgtctcttctcgaagacaaaggtctgg 

6 0 1 cggtgctctcctggggaccttacctgtacagcatgtctcttctcgaagacaaaggtctgg 
716 cagaggtgtctaaggttgcagagcaagtactgaatgccgtaaataaggggctctacagag 

6 61 cagaggtgtctaaggttgcagagcaagtactgaatgccgtaaataaggggctctacagag 
77 6 aggccacagagctgtgggggaaagcagaaatgatcattgaacagaacacagatggggtga 

7 21 aggccacagagctgtgggggaaagcagaaatgatc attgaacagaacacagatggggtga 

8 3 6 acttctataac atgtta>\ctaaaagc actcccacgtctac aatggagtcgagtctagaat 

★ it*************************** 

7 81 AGTTCTATAACATCTTAACTAAAAGCACTCCCACGTCTACAATGGAGTCGAGTCTAGAAT 
896 TCACACAGAGCCACCTA'^TTTGTCTTTGTCAGCGCCACGTGAGACACCTACAACGAGATG 
841 TCACACAGAGCCACCTA':;TTTGTCTTT(jTCAGCGCCACGTGAGACACCTACAAC(3AGATG 

9 5 6 CCTTAAGCCAGCTCATGA.^T(jGCCCCATCAGAAAGAAGCTCAAAATTATTCCTGAGGATC 
9 01 CCTTAAGCCAGCTCATGAATGGCCCCATCAGAAAGAAGCTC AAAATTATTCCTGAGGATC 

1 0 1 6 AATCCTGGGGAGGCCAGGCTACCAACGTCTTTGTGA 

■k k •■ k kk-k-k+rkk-k+rkkk-ktc-k-k-k-k** k-kkkkrkk-kkkkkkkkkkkrk 

9 6 1 ,AA r "GGTGr'^G(lAGGCCAGGCTA(:CAACGTCTTTGTGAACATGGAGGAGGACTTCAT(jAAGC 
10 7 6 C AC ;T( : ATTAGC ATTGTGGACGAGTTGCTGGAGGC AG( 4GATC AACGTGACGGTGTATAATG 

k *r * * + kkkkkk-kkkkkkkktkkkkk* kkkkkkkkk-xk-kkkkkkkkkkkkkkkkkk-kkkk 

1 0 2 1 C A( ;T< : ATTAGC ATTGTGGAC' ;;AGTTGCTGGAGGCAGGGATC AACGTGACGGTGTATAATG 

113 6 GAC ' A( iCTGGATCTCATCGTAGATACCATGGGTCAGC J A G G C C T GG G T G C G G AAA C '7 G AAG T 

*- * k *- k k k k * * k k A- k k k k k k k k k k k k k * k kr k k k ~k k k k k k k k k k k k k k ~k k k k k: k k * k k k k k 

1 0 y> 1 GArAGCTGGA7CTCATCGTAGATACCATGGGTGAGGAGGC(TG(^ 
1 1 9f) GGCVAGAACTGOCTAAATTCAGTCAGGTGAACr^^ 

114 1 GG'. ' ' AGAACTGC< 1TAAA': TC/*( ITCAGf 'TGAAC JTGC IAA( )( )( '( 'GTGTAt !AGT'< JACGCTAAAT 



i 



************************************************ \ 

AF 113 214 12 01 CTTTGGAAAC ATCTGCTTTTGTC AAGTCCTACAAGAACCTTGCTTTCTACTGGATTCTGA < ^ 

AAGCTGGTCATATGGTTCCTTCTGACCAAGGGGACATGGCTCTGAAGATGATGAGACTGG . 

************************************************************ \y 



***********************************************************.* 
AF1 132 14 13 21 TGACTCAGCAAGAATAGGATGGATGGGGCTGGAGATGAGCTGGTTTGGCCTTGGGGCACA 



DMA 40^70 


12^6 


AF 113 214 


12 01 


DMA 4 0 3 7 0 


1 ' v > 1 6 


AF1 1 3 ° 1 4 
M" i i J i 4 


12 61 


TIM A 4 0^70 


1 *i7fi 

1 J / D 


AF 1 1 1 4 
Mr x x J x 4 


1 '0 1 
J. J Z X 


HM A 4 017 0 
U1NM.4 UJ / U 


1 4 

14 JO 


A R1 1 TOl / 

x J. J *~ x 4 


1 1 ft 1 
1 J o 1 


pim a 4 n 1 7 n 


1 4 Q 
X 4 17 O 


AF 1 1 ^ n 1 4 

X X J ^ 14 


14 4 1 

X 4 4 X 


DNA40370 


1556 


AF113214 


1501 


DNA4 037 0 


1616 


AF113214 


1561 



£1 



^*********************************************************** 
AF113214 1381 GAGCTGAGCTGAGGCCGCTGAAGCTGTAGGAAGCGCCATTCTTCCCTGTATCTAACTGGG 

GCTGTGATCAAGAAGGTTCTGACCAGCTTCTGCAGAGGATAAAATCATTGTCTCTGGAGG 
************************************************************ 

AF 113214 1441 GCTGTGATCAAGAAGGTTCTGACCAGCTTCTGCAGAGGATAAAATCATTGTCTCTGGAGG 

CAATTTGGAAATTATTTCTGCTTCTTAAAAAAACCTAAGATTTTTTAAAAAATTGATTTG 
******************************************************.*****.* 

AF 113214 15 01 CAATTTGGAAATTATTTCTGCTTCTTAAAAAAACCTAAGATTTTTTAAAAAATTGATTTG 

TTTTGATCAAAATAAAGGATGATAATAGATATTA 
********************************** 

TTTTGATCAAAATAAAGGATGATAATAGATATTA 

>11 P_AAC75884 Human ORFX ORF1439 polynucleotide sequence SEQ ID NO: 2877. (1921 
bp) [1 seg] 
Score = 1543 (3059 bits), Expect - 0.0 

Identities - 1619/1642 (98%), Gaps = 3/1642 (0%), at 8,2-1649,1640, Strand +/+ 



DNA40370 
P_AAC7 5884 

DNA40370 
P_AAC7 5884 

DNA40370 
P_AAC75884 

DNA4 03 7 0 
P_AAC75884 

DIJA4 03 7 0 
P_AAC7 5 8 34 

DNA4 03 7 0 
P_AAC7 5 8 34 

DNA4 03 7 0 
P..AAC7 5 8S4 

Di\'A4 0 3 ZD 
P AA(':7 5 88 4 



8 GCTGATGCTGCCGTGCGGTACTTGTCATGGAGCTGGCACTGCGGCGCTCTCCCGTCCCGC 
************************************************************ 

2 GCTGATGCTGCCGTGCGGTACTTGTCATGGAGCTGGCACTGCGGCGCTCTCCCGTCCCGC 

6 8 GGTGGTTGCTGCTGCTGCCGCTGCTGCTGGGCCTGAACGCAGGAGCTGTCATTGACTGGC 
***************************** * * ***************************** 

62 GGTGGTTGCTGCTGCTGCCGCTGCTGCTGGGCCTGAACGCAGGAGCTGTCATTGACTGGC 

12 8 CCACAGAGGAGGGCAAGGAAGTATGGGATTATGT(jACGGTCC<jCAAGGATGCCTACATGT 
************************************************************** 

122 CCACAGAGGAGG<jCAAGGAAGTATG(jGATTAT(5TGACGGTCCGCAAGGATGCCTACATGT 

1 8 H TCTGGTGGCTCTATTATGCCACCAACTCCTGG/XAGAACTTCTC AGAACTGCCCCTGGTCA 
*********************** *************** ******************* 

lHi: ti::tggtggctctattatgccacc--actcctgcaagaact--tcagaactgcccctggtca 

2 4 8 TGTGGGTTCV\GGGCGGTCCAGGCGGTTCTA(^(;ACTGGATTTG(^AAACTTTGAGGAAATTG 

************************************************************ 

2 "•> ' < T< ;TGriCTTC:AG(jGC'';GTCCAGGCGGTTCTAG(: ACTGGATTT( ^GAAACTTTGAGGAAATTG 
3 nr. GGCCCCTTGACAGTGATCTCAAACCACGGAAAAGCAC 

********** **-******.******* Jr ***^*«.,**-**<.***.* r ^* > . *■-*.*****. ******** 

2'.* ( < GGCCCCTTGACAGTGATCTGAAACCACGGAA/^^^ 

3 68 i7\TTTGTGGATAATO::CGTGGGCACT 



3 5 9 TATTTf vrc/ ;ataat( ;( :c 

4 2 8 ( V AA( )( )A< [' :'V f . ;GGTA7' 
4 : { » GGAAf ; f iA f ,f ]( ',GTAT' 



GlX^GGCA(: r r(;r;Gl , l , r;AGTl , ATGl 1 GAATr;(-;TAGT(;(; r rGC(: , PATG 

■GT( x;f 'ttc :a< ;agat( ;at( jttctc :tgaa< ;ACc:"!'f :tt( :a< ;tt 
r: ;c ;t 'TTGAf ;agai\ ;at< ;gttgtg( 'tga.a ;aggt 1 2"m \-v ; 



DNA4 037 0 
P_AAC75884 
DNA40370 
P_AAC7 5884 
DNA40370 
P„AAC75884 
DNA40370 
P_AAC75884 
DNA40370 
P_AAC7 5884 
DNA4037 0 
P_AAC75884 
DNA40370 
P_AAC75884 
DNA40370 
P_AAC75884 
DNA40370 
P_AAC75884 
DNA40370 
P_AAC75884 
DNA4 03 70 
P_AAC75884 
DNA4 0 3 7 0 
P„AAC7 5 8 84 
DNA4 03 7 0 
P_AAC7 5884 
DNA4 037D 
P__AAC7 5884 
DNA4 0 370 
P AAC7 5 884 
DMA 4 Oi'/f] 
P AA( 1 " ; 5 8 8 4 



488 
479 
548 
539 
608 
599 
6 (5 8 
659 
728 
719 
788 
779 
848 
839 
908 
899 
968 
959 
1028 
1019 
1088 
1079 
1 148 
1139 
1208 
1199 
12 68 
12 5 9 
1 3 2 8 
1 3 1 9 
! i8F. 



GCCACAAAGAATTCCAGACAGTTCCATTCTACATTTTCTCAGAGTCCTATGGAGGAAAAA 
GCCACAAAGAATTCCAGACAGTTCCATTCTACATTTTCTCAGAGTCCTATGGAGGAAAAA 
TGGCAGCTGGCATTGGTCTAGAGCTTTATAAGGCCATTCAG(:GAGGGACCATCAAGTGCA 

**************************************************^ 

TGGCAGCTGGCATTGGTCTAGAGCTTTATAAGGCCATTCAGCGAGGGACCATCAAGTGCA 
ACTTTGCGGGGGTTGCCTTGGGTGATTCCTGGATCTCCCCTijTTGATTCGGTGCTCTCCT 

***********************+*********************■************* + 

ACTTTGCGGGGGTTGCCTTGGGTGATTCCTGGATCTCCCCTGTTGATTCGGTGCTCTCCT 

GGGGACCTTACCTGTACAGCATGTCTCTTCTCGAAGACAAAGGTCTGGCAGAGGTGTCTA 
***************************************** *** + + *-** + ****^ 

GGGGACCTTACCTGTACAGCATGTCTCTTCTCGAAGACAAAGGTCTGGCAGAGGTGTCTA 

AGGTTGCAGAGCAAGTACTGAATGCCGTAAATAAGGGGCTCTACAGAGAGGCCACAGAGC 
*********************************************-*************** 

AGGTTGCAGAGCAAGTACTGAATGCCGTAAATAAGGGGCTCTACAGAGAGGCCACAGAGC 



TGTGGGGGAAAGCAGAAATGATCATTGAACAGAACACAGATGGGGTGAACTTCTATAACA 
************************************************************ 

TGTGGGGGAAAGCAGAAATGATCATTGAACAGAACACAGATGGGGTGAACTTCTATAACA 

TCTTAACTAAAAGCACTCCCACGTCTACAATGGAGTCGAGTCTAGAATTCACACAGAGCC 
************************************************************ 

TCTTAACTAAAAGCACTCCCACGTCTACAATGGAGTCGAGTCTAGAATTCACACAGAGCC 

ACCTAGTTl'GTCTTTGTCAGCGCCACGTGAGACACCTACAACGAGATGCCTTAAGCCAGC 
************* ******************************** ************* 

ACCTAGTTTGTCTCTGTCAGCGCCACGTGAGACACCTACAACGAGACGCCTTAAGCCAGC 

TCATGAATGGCCCCATCAGAAAGAAGCTCAAAATTATTCCTGAGGATCAATCCTGGGGAG 
************************************************************ 

TCATGAATGGCCCCATCAGAAAGAAGCTCAAAATTATTCCTGAGGATCAATCCTGGGGAG 
GCCAGGCTACCAACGTCTTTGTGAACATGGAGGAGGACTTCATGAAGCCAGTCATTAGCA 

******************************************************* * * 

GCCAGGCTACCAAGGTCTTTGTGAACATGGAGGAGGACTTCATGAAGGCAGTCATCGACA 
TTGTGGACGAGTTGCTGGAGGCAGGGATCAACGTGACGGTGTATAATGGACAGCTGGATC 

*>***** **************** * * * * ***** *********** ********** 

TTGTGGATACGTTGCTGGAGGCAGGGGTCAATGTGACTGTGTATAATGGGCAGCTGGATC 

TCATCGTAGATACCATGGGTCAGGAi^GCCTGGGTGCGGAAACTGAAGTGGCCAGAACTGC 
**** * * * * * * * * * ****************************************** 

TCATTGTGGACACCATAGGTCAGGAGGCCTGGGTGCGGAAACTGAAGTGGCCAGAACTGT 
CTAAATTCAGTCAGCTGAAGTGGAAG'^CCCTGTACAGTGAOCCTAAATCTTTGGAAACAT 

* * ***** ************************* ************************* 

CCAGATTCAATCAGCTGAA«jTGGAAGGCC'::TGTACAGTGACCCTAAATCTTTGGAAACAT 
i TG C T T T T ( j T C AA GTC C T AC AA< j A A C ' 1 T TGC T T "I 1 ( 'TAG T G G A T T C T ' j AAAG CTGGTCATA 

***************************************** .****^********.* + **^,<. 

c'tgcttttgtcaagtcctaca/xgaaccttgctttctactggattctgaaagctggtcata 

tcgttccttctgac^aaggggac^^ 

tggttccttctgaocaaggggacatgocttr^^ 

aata( ;gatggatggggctggagatga( ;ctggtttg( ;cc ittggggcacagag' *:vg.\( ;ctga 

AATAGGATGGATGGGGf 'TGC AV iATC JAf ICT( ;< ;TTT( J( ;C '( 'TTGCGf ]<':;,(' AG A( K ":< JAGCTGA 



O 
\ 

3 



DNA4 0370 1448 GGCCGCTGAAGCTGTAGGAAGCGCC ATTCTTCCCTGTATCTAACTGGGGCTGTGATCAAG 

************************************************************ 

P__AAC 75884 1439 GGCCGCTGAAGCTGTAGGAAGCGCCATTCTTCCCTGTATCTAACTGGGGCTGTGATCAAG 

DNA4 0370 1508 AAGGTTCTGACC AGCTTCTGC AGAGGATAAAATCATTGTCTCTGGAGGC AATTTGGAAAT 
************************************ 

P_AAC 75884 1499 AAGGTTCTGACC AGCTTCTGC AGAGGATAAAATCATTGTCTCTGGAGGC AATTTGGAAAT 

DNA4 0370 1568 TATTTCTGCTTCTTAAAAAAACCTAAGATTTTTTAAAAAATTGATTTGTTTTGATCAAAA 
************************************************************ 

P_AAC 75884 1559 TATTTCTGCTTCTTAAAAAAACCTAAGATTTTTTAAAAAATTGATTTGTTTTGATC AAAA 

DNA4 0370 162 8 TAAAGGATGATAATAGATATTA 
********************** 

P_ AAC 75884 1619 TAAAGGATGATAATAGATATTA 



\TSSSLt.) 
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/home/ ruby ' va/Molb: o 



!0Ol f B LAS TP 2.1.5 [Apr- 1-2001] , NOBI 
irpend.i/templ .'pi . F>:JA4n370 (-15? <i.i) 



Sequences producing H 1 ah- sco ring Segment Pairs: 



1 P_AABS('J55 

2 F_AAB2(.2 : ;4 1 

3 F_AAY3>- -78 

4 F_AAY1.;. 38 7 

5 P_AAY0://68 

6 AAG1 t-o ^2.1 



iuman PP.O? 02 protein - Homo sapiens. 
Human PFO^L; - Homo sapiens. 
PPO30: , vit.--llogen.ic carboxypept idase horn 
protein PPi>;.02 - Homo sapiens. 
Human PF 03 I ( v i t e; J ogen i c carboxypept iaa 
ser i ne carl, ox y pec- 1. i dase 1 precursor prote 

7 NP_0n7 9. 1 serine ca r b .o:ypec t :i o a se 1 precursor proce 

8 P AAB4 1u73 Human uPFX <<KF1439 polypeptide sequence S 
MSTPUj. 4 - Homo sapiens 



9 AAG3 92s3 . ] 



Score 


Match 


Pet 


E-val 


2382 


4 32 


100 


0.0 


2 38 2 


4 s.": 


100 


0.0 


2382 


4 32 


100 


0.0 


2 3 8 2 


4 5.: 


100 


0.0 




4 52 


100 


0.0 


. ' 3 8 . 


4 5 2 


1 0 0 


0.0 


2 38S 


4 5/: 


10 0 


0 . 0 


2 30*-= 


4 3^ 


Q7 


0.0 


2 1 J e 


4 02 


100 


0.0 



>1 P_AAB80255 Human PF.O702 piotem - Homo sapiens. (45^ aa) [1 seg] 
Score = 2382 (922 tuts), Expect - 0.0 

Identities - 452/451 (100 c t.), Positives - 452/452 (100*;), at 1 , 2 -4 52 , 4 52 



DMA 4 0370 
P_AAB3 0.L L 

ON A 4 0 .3 7 0 
P AAB8C2 5 ; ; 



1 MELALPF.SE'VF'F W12I2LLPLLIv^Lt;AGAVIDWPTELGKEVWC)YVTVPp;DAYMFWWLVYATN 

1 ME LAL F' F'.S P V P F W I. L L L F 2iJ/^2t]AGAVIFiWPTE2GF:EVWF'YVrVPp;DAYI-H--WWLYYATN 

61 SGKLFT^EL PLVMWLQGG PGGSSTGFGfJFEEI GPLDSL : -LKFFKTTWLC>AASLLFVDNPVGT 

ul oOKKF;:ELFL VfO^^^^ 



DtJA-io y; ■) 121 o;22Fv7^3Gayak2lail7A2p 

P_ AAB8 02 5 ) 121 GFLYV7 ^SGA YAKD1AM7AG ::iM VFLr TFFSCHP:EF0TVPFYI FSSSYGGKM.AAGIGLEL 



DNA40 1 ) l2l YKAIoF GTI K 1 2 J FA ^VAL u>3W rSPVsSVI^^W'^PYLYSMSLLE- )F:GLAEVSF'VAEoVLNA 

« * .■ -tr « + t * + ± + * + t * k ■* 1 + + * * * A, ***** A"*****-*-* 



P_AAB>--02b : 

DNA4 0 -.7 
P AA:v . 3s5 

DNA4 C 1 -\1 
P_AAB8 02 5' 

DNA4C A/ .. 
P_AAB8 07 5 : 

DMA 4 0 2"/.; 
P AA2H77 : : .. 



* i . +• A- ,v - - T ic A r 

Lb 1 YKArO^TIKGmAAGVAL- : 1 > S W 1 2 P V P S V L S W G P Y L Y 3 M 3 L L E [ ) KG L A E V 3 Y- V A EQ V L N A 

2 4 1 'l\!?:g;. YKFAIFRWGKAFLL TEOrJ^fr^VNFYNILTf oTPTSTMF.ISi.K FTQGHLVOLGOPH 

214 1 VNKGi YKFAT22WGKAF.M: 1 E^JToGVFIFYNi^TKST^^^ 

201 VPHL./F2 lALSi.'f.MNGPI Fl-'KLKI 1 LEI 'QSWGGOATNVFVNME E! iFMKPVI 3 T VDELLEAG 

3C 1 VF.HLoT ■.LALSG2MHGP1 PFF2?G J P E P Q S W G G (> A T U V F V N M E E ' > F 1 M K P V 1 3 I V D E ] j L E AG 

361 ; Fs/TVYNGOLL. IVDTKG', EAWVFTO.F^PELPFFSQILIWKALYSF PKS LFT3 -\ FVKS YKN 

* * + '* * * * * * * ■* ' i , ^ 4 * i * + ^ 4 J- 4 f r > i- -1 i > Jr 4 + i * -A -A -A 4- +■ Jr -k * - * + -i. , i . + + + + + A- jt 



s6] ] NVYVi NCK272 i X'DTFus, EAWVRKLKWPELPKFSQLKWKALYS I) i'FS LET 
■121 LAFYWI Lr.'AGHM^F'SDQG: MALKMMRT.VTQQE 

* + * * W k k * . * . , , * A -A + 4 k A ■ * , t + ■ > + . . A A + 

42 1 LA FYL ? ' LKA 27 i j :"':;02L '■':ALr\MM}-:I2/T00Fl 



/r.b 



YKN 



\ 



>2 p AAB2C 
Soore - 
I. dent : t, ; u 



P AAB20341 1 t '1 E L A L P P . 33P V P R W L F L F Fd X F G F N A G A V I D W P T E E G F E V W D Y V T V R K DAY M F W W L V Y A T N ^ 

DUMi 37 0 *>1 SCniF'/ELPIA'MWL^^ t£ 

w ******* * * * * * * * * * * ■ * * * * ■ * * * + * * * * k * * * * * * * * * * * * * * * * * * * * " * * * * * * * * 

P AAB7FI-3 1 *.l ;")CP'IJ FT E.LPLVMWLC'GG FGGSSTGFGNFEE I GP213DS DLKPP^FTTWLC'AAS LLFVDN PVGT 

DIlA-ii-l-.VO G F2 YYFGSGAY/'.P'DLAMYAS DMMVLLKT FF5CH KF FCjTY P FY I FSFJS YGGKMAAG LGLEL ~) 

.^M i ^ n + 

P AAB.":( i3-n. 131 G F E- Y V I i G S G A Y I\ P 3D F AM Y A 2 L) M M V F F PT F E3S G H P3E F O T Y F' PTI ESE2 YGGP'MAAG IGLEIj ^ 

C'nA-5 0 37 0 1H1 YFAIQIvGTIKGLTAGVAL^DSWI^^ W ' 

* * * * « w***t* + + w* + **»**^*******» + + *** + *** + * + ********* (y* 



P AABY034 1 181 YKAD^GTIF^NPTiGVAFGPSWITY'VDSVLS^ 

F'UA^m'/O 3 41 YNKGFA F.EAThiljWGFAEMI ] EONYDGVNFYN I L.TP^-TPTflTMESS.LF.FT'jSHLVCLCQRH 

P AAB3034 1 3-11 VtiKGFYF.EATr.FWGr.'AEMn FONTChSVNFYN I LTK3TP ■Y-'TMESSLEET'jSHLVCFCQRH 

DNA-10 37 0 301 VPHFQP PAFSGLMNGP I F.p:FFKi I FEE'QSWGGOATNVEYNMFiEDFMKPV I S 1 VDE LLEAG 

P AAB.Y'M 1 3')1 VP.F3oFPAFSvFMt2;G3GFFFF?3DI PF3X>S WGGOATKXTVNMFEDFMEPV I 3 1 VDE FLEAG 

DIiA«;:"'37(i 3 ( 71 :FV733 FGYFD3G V ;. > T [ 1 G -3 F A W V RKLIr ■ W P E 2 ? F P^ S 01, K W ? Yd 3/ 3 D P F 23a E T 3 A P V F S Y K N 

,W.**** * .->*A**AA **A * A>* T **AA-^ 

P AAB3 0 3-3 I d>l ;FYTV3F3QFD2: V 1 1 T MGC 1 F AW V F;P ' Li P Yj P E F ? F FS GF F W F 'A F Y S D P F3 L F/] 1 3 A F V KS Y K N 

dna-; 73 ■;. 1 fafyw . i . ?' a g m v p 3 d o g f ma 3 k m m r f v t g q e 

P AAB3334 1 -I 1 I ... A F ' r' VJ ' F F A G P! M V P 3 L ' 1 3 G F MA a KI ■ 1 M F F Y T Q Q E 

>3 P AAY- : M" ; 3 Pi-.O3 02, v tei: ><p?n:c ca rbaxyj >ef 2. : da s-a bono .'. ague amino acid 
sequence - Homo sap.] ens. ( '\ a : aa ; ; .1 so"j] 
Scoio = 2 782 ■: :F22 Fit ; , Fap*a:t = ( . 0 

Ider.r.iMd.s = 1'2/Y; ■: . C 3 ), Po=i':i\'os - ^3/^.2 i i 0 1 - , aa l / l-a3a / a33 

r, IiA;:| -H : i \>\\,:>\l. F3i'YP)n;2FF3fM23A;F::AG/:M 3WP3FFC;r7 / "33V:'VY\3^7[jAYr'll''WW]3; r YATN 

P AAY-: - 3 7 H 1 ME3.A3 -GS FV;3U7 3 l 33333.3, 331A3/7M I )W PT E EC ! r' F '.3 G VT\ ; R F3 JAY M FW W F Y Y AT N 

DNAaa;^/3 . 1 SCKNF : F2 PI/ 3'1W3'3G .33^33 ^T(;FC3IFEEIGE3 3)SDFKPRKTTWFQ/^AS]3 j FVD!JPVC;T 
p / AY:-3 37a aaRFF 33 3 3 / 31V3 ,r.)OG PGGT; ■; T3 1'GM FFF 1 3 FFi 332 7'3PRFTTWFGAA3I3 J FYFNPVGT 

t : ; •',) ] i ;: ' : .:y '7-:;-;.p,:p;;,-,;>a.;'! '[3^33 .FFTFF3 32 KFF3' r 333-33 FFiCF^^YYAAG 1 GFFF 
P AAY-^c 3/H 1 1 G i-'SYY 333 G A YA!\i 3 Y.M\ / A31.)M:3V 2 Ff\13— 2.33 3 KEFvY V id-'Y 1 1-73 F. 3 Y GGKMAA3 I GIjEL 

[jHA 13 37') 1 -d YFAlv -'33 ! KCSIFAGVAI.G^SW I.SP^^^ 
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ena4 01 7 0 4 0] lafyw; i .fa g e m v p g d < . > 1 o i ■ ma l k m f ire v t o < 0 f 
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>4 P^AAY12387 protein PFC'102 - Homo ;.3pier.s. (450 aa) [1 :eg] 
Score == 2082 (922 b ■ t: : ■ : , Expect: - 0.0 

Identities = 402/4.; !O;0G, Po.:i - iv--; - 45;/412 UOOO), at 1,1-452,452 
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>5 P /v0il'07^o H;j:imi. PEu-M-u ( v \ t. e 0 1 < ;qer: :. : 
a a } r 1 seep 

Score - 0 V- 2 /'EE. E : • . F , F.:-:r ^.^ ■ . 

Id-;/ : t i c:' 4 70 / : Of . : 1 ; , \ : \ i 



oxypept i d.iSe iionoj ..>qt,v 
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+ t. A * + f A A A A A -* * A A A- * * A A- A. i * A A * * * .A A H H U < U H ^ * U U H i + H 
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P AAYO 3 m,:: 2-1 1 VMKGLY F EATELWGFAEM I] EntlGPGYnFYN I LT?;ST PTSTMESSLEFTOGHLVGLGQPH 
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PUA-1 COw ' .131 2AFYW: 2KAG3MYPG DOGOMAOf :MM?2 ATQOE 

P AAY -131 LAF'YW: L.KAGHMVPGUQo DMA OEYIMFOA'TQOE 

>6 AAG1 3 03. 1 s.?ri:ic r oo xyper >t i da ■ •:■ 1 pi o rsor r r • t - • : n - Hcniu :^pions ( -1 0. ' 
aa) [ ! seq ; 
Scene - 2 --82 {922 b ■ t;-. ) , Expect - 0.0 

I den* : ' - ^1 G2 /3 G2 ;::0 ), Po- G::ves - '1-1 302 (1 00/), at. 1,1-332,452 

E'UAIO :-;7 0 1 MHLALPF.SPVPRWLIJ/^ 
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PNA i 0 3 7 0 ij] GC:F:r^ F'SF.LI-M, yr'Wl/^Gi. .; f 1 GC;:3 o'rciF^GrJKPlF: I GPL.DS [ tl.KI^RtG'r'rWLtOAA^'LLFVLJt] PV'GT 
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A- A * -k A A A * O J, ^ U O H + Jt iJr ^ I i Jr Jri * * ^ + * * + ^ ^* > ^ * * * ^ * * * * * 

AAG16o92 . 1 361 1 In 1 \ ' T V Y N G f > L P I j 1 V P >T MG'2E A W V P. K L PCW P E L P K F S 0 L h>J P7\ L Y S D P F S L E T S A F V K S Y KN 
DNA4 0 77 0 421 LAFYWILKAGHMVESD'.lGt'MALPCMMP.LVTQQE 

**.,A * « AAA**** ******* ************ 

AAG16692. 1 4; 1 LAFYW I LPYYGHMVF FDoGoMALP^lMPlZ/TOOE 

>7 N? 0»:>'7 1'. 3-;» . 1 .--erino ca rbox yj "^p: i ' :la — 1 pi-eeur:: or protein - Homo sapiens (452 
aa) [i sci] 
Score - 2 38 2 (92 2 bits), Expcci - 0.0 

Identities = 4 52/4 52 (:00n, Pcsit. Lvos --- 452745J (100?>), at 1,1-452,452 
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1 MEPALP.PS PVPP.WLI.LI.PI.LLGLIIAGAVl [)WPTEEGP:p:VVJ[iYVTVP; T r;[jA YP1FWWLYYATN 



DNA4 0 37 0 01 SCKNF:"-ELPLVMW^^ 

UP 067 63 4 . 1 61 SCKIJFFFJjP^IWLQGG 

DNA4 0 37 0 121 GP^FfV! :G3GAYAp;P^ AA1VA:TT>MM^ 

UP C' : )7 6 3;^ .1 1 . 1 Gr<^Vi:GSGAYAhTC^ 

DIIA-10 3 7 0 1 nl YFAIQP.GTI KCNFAGVAl.G: 'SWT :'. PVIjGVPGWG FY LYSM2I2 ,EDKGLAEV3KVAEQVLNA 

. 1 ] :•• 1 YKAT QPGTI KCN FAGVALG- >SW] PV1 '2 V L. 5WG FY 2YFM3I2 .EI3FG FAEV'oKVAEOVLNA 
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: 1 VNKGiYi PP;ATEU;GKAPM1 I EQtirEH^VIJFYUILTFSTPTFTnES^LFrTOSHLVCLCCiP.H 



. ] 34 1 VNFGLYFEATFJ^GKA^Ml I EQMT P'GY! IFYF FLTf!:: TI-1ES:: LFFToSHLVChCOP^H 

PIIA4 0 --7 0 35 1 VF.HI.Qr-.jALSQMINGP: KKKLK1 ; P-EI inSV^'^GOATNA/EVt^IMPlEDE'HKPVI'SIVDEliLEAG 
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DIJA-J0.--70 3 

UP 0G7n ■ . 1 3 

DNA4 0/.7 0 4 

UP G.:' ; '. G 1 4 
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EAWVIvFLKWPh.l.Pf.'F^iYFPiWKT^.YS 2PFS LFTSAFVKo YEN 

A Ar A * * * * * * -A ■ * ' * A A -A- A -A * + A A • A- A A A + * +- -A- Ar A- A * A A ^ *' 
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>8 2 AAB4 ' 655 Mxioo: f)PFX 

aa) Fl seel 
Score - 2 33b 8 3,: b: ts) 

Ider.tit.o-s - 4 59/4^ 2 (93 

1 , 1-4 32, • 1 

PNA40 170 1 Ml l.APH?- 

p aap.4 i -.-7 5 ; ;-2 : : : - 
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A- a -A- + + -A- + -A A A- -A- A * A- A- -A- A *■ * *- A- -A A -* A *■ * A ■» * A- 

; 1 LATTWTFKAGHM^GLviY iMAFrOlMF ' //TO'.JF 

O-'if} ■■ t ro /oor-t.id- ;cor io^ic^ SKQ :3 P2 =: - H7 
. Fyrx-V- - ' 0 
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1. 1 i v. 



3!o 2, {982) , Gap:, ■■ i / 452 {0 ) , at; 



/FT F F3;P'P3/ViFYV r 



n;PTFK'.;poo/w 
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>2)AYV FWWFi'iATN 
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Vr 



PNA4 0 37 0 121 H FF Y V t i G 7 G A Y A K D L AM V A S EMM V L L F T F F S G H K F FOT V P F Y I F S E S Y G G K'M AAG 1 G L E L 

+ * ■> ♦ + + 444.4:44 * * * ,+ + + A4+ + + A + + 44*A +> + * + +++- A + A A + * + +A + A + + + 

P AAB4 1 <>7.S 120 GP77'VFGSGAYAP7 'FAMVAF DMMVLLP.'TFFSGHKEFnTVPFY I FE'ES YGGFMAAGIGLEL 
ENA4 0;<7 0 17 1 YP'A : QRGT I FCN FAGVALGl >SW : S P V [' ) 5 V L 3 WG P Y L Y SMF L L E DKG LA F V S K V AEO V L N A 

T * + . 4 -4 » A A 4 *~4A + A + + +A * + *a4*A + + A A« A+A*A*+-*-4 + AAA4 * A A A A A * + + + A A + + * 

P AAB4 1 <•/• 1.70 YKArOI-' ;TIFCNP7-.GVALGl)SWISF7['SVL™^ 

PHA4 0 37 0 
P_AAB4 1 hlb 

DIJA4 0: : :7 0 3:7 VPHF7P7AL77LMNGPIRF?;LK: 1 PEPQSWGG^ATFYTVLMFFEP'MPTVl Fl VDFLLEAG 

P AAB4 1 r.7 S 3-:j0 VRHL7R1 'ALF7LMNGPI RFFLK3 I PEPOSWi ;G<jAT: JVFVL'MEEDFMr.'PVl PI VPTLLEAG 
DIJA4 0 7-7 0 INV^VYI'GC'LjLI VDTMi^ 

A * + A A A 4 * A A + + A*4*4-4+A4 4 4-A + *4 + -Ar, + A + + 4+.A + *+ A4++AA**+A 

P AAB4 1 ^70 3*10 VNVTVYNGC'LIjLI VC>T IG'I'EAWVFiXKWPELSP.FNOLtCWKALYSC'PIKSI.ET^CAE'VPCSYPCN 
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* , t,.-*-*. + AA*4**A4AA:A4+*-. 4 4 A * * 4 A ♦ A 

P AAB4 ltV7-» 47 0 LAF7V7I FFAGhMVP3DQG7MA7p;MKRLVT7 i 3E 

>9 M(;377:5.l M3TP0F4 - iiorr.o .-^-r-s 4 7 (1 z»q\ 

Scoi < i == 2 116 : 71 ^ b . t : ■■ , =.:=•: pc .:; = ' . 0 

Identities = 4' 7/4^7: {". :.0-), I7:itiv.-:; - 4 7,7: • F. (lu-i ) , ai 71,1-452,407 
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7IJA4 01- 7 0 
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